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DECLARATION OF J, CHRISTOPHER GRIMALDL UNDER 37 CFR § 1,132 

Commissioner for Patents 

P.O. Box 1450 

Alexandria, VA 223 13-1450 

Dear Sir: ' 



I, J, Christopher Grimaldi, declare and state as follows: 



1. I am a Senior Research Associate in the Molecular Biology Department of 
Genentech, Inc., South San Francisco, CA 94080. 

2. My scientific Curriculum Vitae, including my list of publications, is attached to 
and forms part of this Declaration (Exhibit A). 

3. I joined Genentech in January of 1999. From 1999 to 2003, 1 directed the Cloning 
Laboratory in the Molecular Biology Department During this time I directed or performed 
numerous molecular biology techniques including semi-quantitative Polymerase Chain Reaction 
(PCR) analyses. I am currently involved, among other projects, in the isolation of genes coding 
for membrane associated proteins which can be used as targets for antibody therapeutics against 
cancer. In connection with the above-identified patent application, I personally performed or 
directed the semi-quantitative PCR gene expression analyses in the assay entitled "Tumor Versus 
Normal Differential Tissue Expression Distribution " which is described in EXAMPLE 18 in. the 
specification. These studies were used to identify differences in g^e expression between tumor 
tissue and their normal counterparts. 

4. EXAMPLE 18 reports the results of flie PCR analyses conducted as part of the 
investigating of several newly discovered DNA sequences. This process included developing 
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primers and analyzing expression of the DNA sequences of interest in normal and tumor tissues. 
The analyses were designed to determine whether a chfference exists between gene expression in 
normal tissues as compared to tumor in the same tissue type, 

5. The DNA libraries used in the gene expression studies were made from pooled 
samples of normal and of tumor tissues. Data from pooled samples is more likely to be accurate 
than data obtained from a sample from a single individual. That is, the detection of variations in 
gene expression is likely to represent a more generally relevant condition when pooled samples 
from normal tissues are compared with pooled samples from tumors in the same tissue type, 

6. In differential gene expression studies, one looks for genes whose expression levels 
differ significantly under different conditions, for example, in normal versus diseased tissue. 
Thus, I conducted a semi-quantitative analysis of the expression of the DNA sequences of 
interest in normal versus tumor tissues. Expression levels were graded according to a scale of +, - 
, and +/- to indicate the amount of the specific signal detected. Using the widely accepted 
technique of PGR, it was determined whether the polynucleotides tested were more highly 
expressed, less expressed, or whether expression remained the same in tumor tissue as compared 
to its normal counterpart. Because this technique relies on the visual detection of ethidium 
bromide staining of PGR products on agarose gels, it is reasonable to assume that any detectable 
differences seen between two samples will represent at least a two fold difference in cDNA. 

7. The results of the gene expression studies indicate that the genes of interest can be 
used to differentiate tumor from normal. The precise levels of gene expression are iirelevant; 
what matters is that there is a relative difference in expression between normal tissue and tumor 
tissue. The precise type of tumor is also irrelevant; again, the assay was designed to indicate 
whether a difference exists between normal tissue and tumor tissue of the same type. If a 
difference is detected, this indicates that the gene and its corresponding polypeptide and 
antibodies against the polypeptide are useful for diagnostic purposes, to screen samples to 
differentiate between normal and tumor. Additional studies can then be conducted if further 
information is desired. 



8. I hereby declare that all statements made herein of my own knowledge are true and 
that all statements made on information or belief are believed to be true, and further that these 
statements were made with the knowledge that willful false statements and the like so made are 
punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the United States 
Gode and that such willful statements may jeopardize the validity of the application or any 
patent issued thereon. 
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J. Christopher Grimaldi 



1434-36*^ Ave. 

San Francisco, CA 94122 

(415) 681-1639 (Home) 



EDUCATION 



University of California, Berkeley 
Bachelor of Arts in Molecular Biology, 1984 



EMPLOYMENT EXPERIENCE 



SRA 



Genentech Inc., South San Francisco; 1/99 to present 



Previously, was responsible to direct and manage the Cloning Lab. Currently fpcused on 
isolaflng cancer specific genes for the Tumor Antigen (TAP), and Secreted Tumor Protein 
(STOP) projects for the Oncology Department as well as Immunologically relevant genes for the 
Immunology Department. Directed a lab of 6 scientists focused on a company- wide team effort 
to identify and isolate secreted proteins for potential therapeutic use (SPDI). For the SPDI projec 
my duties were, among other things, the critically important coordination of the cloning of 
thousands of putative genes, by developing a smootii process of communication between the 
Bioinformatics, Cloning, Sequencing, and Legal teams. Collaborated with several groups to 
discover novel genes through the Curagen project, a unique differential display methodology. 
Int^cted extensively with the Legal team providing essential data needed for filing patents on 
novel genes discovered through the SPDI, TAP and Curagen projects. My group has developed, 
implemented and patented high throughput cloning methodologies that have proven to be 
essential for the isolation of hundreds of novel genes for the SPDI, TAP and Curagen projects as 
well as dozens of other smaller projects. 



Scientist DNAX Research Institute, Palo Alto; 9/91 to 1/99 

Involved in'multiplef)^ejeets aimed at understanding novel genes discovered through 
bioinformatics studies and functional assays. Developed and patented a method for the specific 
depletion of eosinophils in vivo using monoclonal antibodies. Developed and implemented 
essential technical methodologies and provided strategic direction in the areas of expression, 
clonmg, protein purification, general molecular biology, and monoclonal antibody production. 
Trained and supervised numerous technical.staff. 



Directed plant-related activities, which included expansion planning, maintenance, safety, 
purchasing, mventory control, shipping and receiving, and laboratory management. Designed 
and implemented the safety program. Also served as liaison to regulatory agencies at the local, 
state and federal level. Was in charge of property leases, leasehold improvements, etc. 
Negotiated vendor contracts and directed the purchasing department Trained and supervised 
personnel to carry out the above-mentioned duties. 



Facilities 
Manager 



Corixa, Redwood City; 5/89 - 7/91. 



SRA University of California, San Francisco 

Cancer Research fiistitate; 2/87-4/89. 

Was responsible for numerous cloning projects including: studies of somatic hypenhutation, 
studies of AE)S-associated lymphomas, and cloning of t(5;14), t(ll;14), andt(8;14) 
translocations. Focused on the activation of hemopoietic growth factors mvolved in the t(5; 14) 
translocation in leukemia pati^ts.. 

Research 

Technician Berlex Biosciences, South San Frandscp; 7/85-2/87. 

Worked on a subunit porcine vaccine directed agamst Mycoplasma hyopneumoniae. Was 
responsible for gei^rating genomic Ubraries, sq^ning with degenerate oUgonucleotides. and . 
characterizing and expressing clones in E. coU. Also constructed a general phrpose expression 
vector for use by other scientific teams. 

PUBLICATIONS 

1. Hilary F. Clark, et al. "The Secreted Protein Discovery Initiative (SPDl), a Large-scale 
Effort to Ideaitify Novel Human Secreted and Transmembrane Proteins: a bioinformatics 
assessment." Genome Res. Vol 13(10), 2265-2270, 2003 

2. Sean H. Adams. Clarissa Chui' Sarah L. Schilbach, Xing Xian Yu. Audrey D. Goddard, J. 
Christopher Grimaldi, James Lee, Patrick Dowd, David A. Lewin, & Steven Cohnan'"BFIT, 
a Unique Acyl-CoA TTiioesterase Induced m Thermogenic Brown Adiopose Tissue: Qoning, 
organization of the humanb gene and assessment of a potwitial link to obesity" Biochemical ' 
Journal, Vol 360, 135-142, 2001 

3 . Szeto W, Jiang W, Tice DA, Rubinfeld B, HoUingshead PG, Fong SE, Dugger DL, Pham T, 
Yansura D, Wong TA, Grimaldi JC, Corpuz RT, Singh JS, Frantz GD, , Devaux B^ Qowley 
CW. SphwallRHJSwrhard DA,^tem L, Pokkis,P, and Eennica D. "Overexpression of 
the Retenoic Acid-Responsive Gene Stra6 in Human Cancers and its Synergistic Activation 
by Wnt-1 and Retinoic Acid." Cancer Research Vol. 61(10), 4197-4205, 2001 

4. Jeanne Kahn, Fuad Mehraban, Gladdys Ingle, Xiaohua Xm, JuUet E. Bryant, Gordon Vehar, 
Jill Schoenfeld, J. Christopher Grunaldi (incorrectly named as "Grimaldi, CJ"), FrankUn 
Peale, Apama Draksharapu, David A. Lewin, and Mary E. Gerritsen, "Gene Expression 
Profiling in an in Vitro Model of Angiogenesis." Amaican Journal of Pathology Vol 156(6) 
1887-1900,2000. 



5. Grimaldi JC, Yu NX, Grunig G, Seymour BW, Cottrez F, Robmson DS, Hosken N, Ferlin 
WG, Wu X, Soto H, O'Garra A, Howard MC, Cofftnan RL. 't>epletion of eosinophils in 
mice through the use of antibodies specific for C-C chemokine receptor 3 (CCR3). Journal of 
Leukocyte Biology; Vol, 65(6), 846-53, 1999 

6. Oliver AM, Grimaldi JC, Howard MC, Kearney JF. "Independendy ligating CD38 and Fc 
gammaRIIB relays a donunant negative signal to B cdls." Hybridoma Vol. 18(2), 1 13-9, 



7. Cockayne DA, Muchamuel T, Grimaldi JC, MuUer-Steffner H, RandaU TD, Lund FE, 
Murray R, Schuber F, Howard MC. 'Mice deficient for the ecto-nicotinamide adenine 
dinucleotide glycohydrolase CD38 exhibit altered humoral immune responses " Blood Vol 
92(4X 1324-33,1998 

8. Frances E. Lund, Nanette W. Solvason, Michael P. Cooke, Andrew W. Heath, J. Christopher 
Grimaldi, Troy D. Randall, R. M. E. Parkhouse, Christopher C Goodnow and Maureen C. 
Howard. "SignaUng through murine CD38 is impaired in antigen receptor unresponsive B 
cells." European Journal of Inoumunology, Vol. 25(5), 1338-1345, 1995 

9. M. J. Guimaraes, J. F. Bazan, A. Zolotnik, M. V. Wiles, J. C. Grimaldi, F. Lee, T. 
McClanahan. "A new approach to the study of haematopoietic development in the yolk sac 
and embryoid body." Development, Vol, 121(10), 3335-3346, 1995 

10. J. Christo^M Grimaldi, StiramBalas\jJ)ramanian, J. F^^mandp Ba^„Armen Shanafelt, 
Gerard Zurawski and Maureen Howard. "CD38-mediated proteuliibosylation." Joumk of 
Immunology, Vol. 155(2), 8 1 1-8 17, 1995 

11. Leopoldo Santos-Argumedo, Frances F. Lund, Andrew W. Heath, Nanette Solvason, Wei 
Wei Wu, J. Christopha- Grimaldi, R. M. E. Parkhouse and Maureen Howard. "CD38 
unresponsiveness of xid B cells unphcates Bruton's tyrosine kinase (btk) as a regulator of 
CD38 induced signal transduction." International Immunology, Vol 7(2), 163-170, 1995 

12. Frances Lund, Nanette Solvason, J. Christopher Grimaldi, R. M. E. Parkhouse and Maureen 
Howard. "Murine CD38: An immunoregulatory ectoenzyme." Immunology Todav. Vol 
16(10,469^73,1995 

13. Maureen Howard, J, Christopher Grimaldi, J. Fernando Bazan, Frances E. Lund, Leopoldo 
Santos-Argumedo, R. M. E. Parkhouse, Timothy F. Walseth, and Hon Cheung Lee. 
"Formation and Hydrolysis of Cyclic ADP-Ribose Catalyzed by Lymphocyte Antigen 
CD38." Science, Vol. 262. 1056-1059, 1993 

14. NQbuyuklHai?^ Leopoldo^Santos-Argumedo, Ray Chang, J. Christopher Grimaldi, Frances 
Lund, Camilynn L Brannan, Neal G. Copeland, Nancy A. Jenkins, Andrew Heath, R. M. E. 
Parkhouse and Maureen Howard. "Expression Qoning of a cDNA Encoding a Novel Murine 
B CeU Activation Marker: Homology to Human CD38." The Journal of Immunology, Vol 
151,3111-3118,1993 

15. David J. RawUngs, Douglas C. Saffran, Satoshi Tsukada, David A. Largaespada, J. 
Christopher Grimaldi, Lucie Cohen Randolph N. Mohr, J. Fernando Bazan, Maureen 
Howard, Neal G. Copeland, Nancy A. Jenkins, Owen Witte. "Mutation of Unique Region of 
Bruton's Tyrosine JCinase m Immunodeficient XID Mice." Science, Vol. 261, 358-360, 1993 

16. J. Christopher Grimaldi, Raul Torres, Christine A. Kozak, Ray Chang, Edward Clark, 
Maureen Howard, and Debra A. Cockayne. "Genomic Structure and Chromosomal Mapping 
of the Murine CD40 Gene." The Journal of Immunology, Vol 149, 3921-3926, 1992 

17. Tiniothy C. Meeker, Bruce Shiramizu, Lawrence Kaplan, Brian Hemdier, Henry Sanchez, J. 
Christopher Grimaldi, James BaumgartoM-, Jacab Rachlin, Ellen Feigal, Mark Rosenblum and 
Michael S. McGralfa. "Evidence for Molecular Subtypes of HTV-Associated Lymphoma: 



Division into Peripheral Monoclonal, Polyclonal and Central Nervous System Lvmohoma." 
AIDS. Vol. 5. 669-674, 1991 j j 

18. Ann Grimaldi and Chris Grimaldi. "Small-Scale Lambda DNA Prep." Contribution to 
Currrait Protocols in Molecular Biology, Supplement 5, Wintea: 1989 

19. J. Christopher Grimaldi, Timothy C. Meeker. "The t(5;14) Chromosomal Translocation in a 
Case of Acute Lymphocytic Leukemia Joins die lnterieukin-3 Gene to the Immunoglobulin 
Heavy Chain Gene." Blood, Vol. 73, 2081-2085, 1989 

20. Timodiy C. Meeker, J. Christopher Grimaldi, et al. "An Additional Breakpoint Region in the 
BCL-1 Locus Associated with the t(ll;14) (ql3;q32) Translocation of B-Lymphocytic 
Malignancy." Blood. Vol. 74, 1801-1806, 1989 

21 Timothy C. Meeker, J. Christopher Grimaldi, Robert CRourke, et al. "Lack of Detectable 
Soma^c Hypermutation in the V^egion of the Ig H Chain Gepe of a Human.Chronic B 
Lymphocytic Leukemia." The Journal of Immunology, VoC 141, 3994-3998, 1988 

MANUSCRIPTS IN PREPARATION 

1 . Sriram Balasubramanian, J. Christopher Grimaldi, J. Fernando Bazan, Gerard Zurawski and 
Maureen Howard. "Stractural and functional characterization of CD38: Identification of 
active site residues" 



PATENTS 

1. "Methods for Eosinophil Depletion with Antibody to CCR3 Receptor" (US 6,207,155 BI). 

2. "Amplification Based Qoning Method." (US 6,607,899) 

3. Ashkenazi et al., "Secreted and Transmembrane Polypeptides and Nucleic Acids Encoding 
tiie Saine^,(this.patent QP3{Ms several hundred gene4 

4. "IL-17 Homologous Polypeptides and Hierapeutic Uses TTiereof' 

5. "Method of Diagnosing and Treating Cartilaginous Disorders." 
MEMBERSHIPS AND ACTIVITIES 

Editor Frontiers in Bioscience 



Member 



DNAX Safety Committee 1991-1999 

Biological Safety Affairs Fomm (BSAF) 1990-1991 

Environmental Law Foundationer) 1990-1991 
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DECLARATION OF J, CHRISTOPHER GRIMALDL UNDER 37 C J.R. § 1.132 



Commissioner for Patents 
P.O. Box 1450 
Alexandria, VA 22313-1450 



I, J. Christopher Grimaldi, declare and say as follows: 

1 . I am a Senior Research Associate in the Molecular Biology Department of 
Genentech, Inc., South San Francisco, CA 94080. 

2. I joined Genentech in January of 1999. From 1999 to 2003, 1 directed the Cloning 
Laboratory in the Molecular Biology Department. Dxiring this time I directed or performed 
numerous molecular biology techniques including qualitative Polymerase Chain Reaction (PCR) 
analyses. I am currently involved in, among other projects, the isolation of genes coding for 
membrane associated proteins which can be used as targets for antibody, therapeutics against 
cancer. In connection with the above-identified patent application, I personally performed or 
directed the semi-quantitative PCR analyses in the assay entitled "Tumor Versus Normal 
Differential Tissue Expression Distribution" which is described in EXAMPLE 18 in the 
specification that were used to identify differences in gene expression between tumor tissue and 
their normal counterparts. 

3. My scientific Curricidmn Vitae, including my list of publications, is attached to 
and forms part of this Declaration (Exhibit A). 

4. In differential gene e3q)ression studies, one looks for genes whose expression levels 
differ significantly under different conditions, for example, in normal versus diseased tissue. 



Dear Sir: 
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Chromosomal aberrations, such as gene amplification, and chromosomal translocations are 
important markers of specific types of cancer and lead to the aberrant expression of specific 
genes and their encoded polypeptides, including over-expression and under-expression. For 
example, gene amplification is a process in which specific regions of a chromosome are 
duplicated, thus creating multiple copies of certain genes that normally exist as a single copy. 
Gene iinder-expression can occur when a gene is not transcribed into mRNA. In addition, 
chromosomal translocations occur when two different chromosomes break and are rejoined to 
each other chromosome resulting in a chimeric chromosome which displays a different expression 
pattern relative to the parent chromosomes. Amplification of certain genes such as Her2/Neu 
[Singleton et al, Pathol. Annu. . 27Ptl:165-190], or chromosomal translocations such as t(5;14), 
[Grimaldie/a/.,Blood, 73(8):208 1-2085(1 989); Meeker a/.. Blood . 76(2):285-289(1990)] give 
cancer cells a growth or survival advantage relative to normal cells, and might also provide a 
mechanism of tumor cell resistance to chemotherapy or radiotherapy. When the chromosomal 
aberration results in the aberrant expression of a mRNA and the corresponding gene product (the 
polypeptide), as it does in the aforementioned cases, the gene product is a promising target for 
cancer therapy, for example, by the therapeutic antibody approach. 

5. Comparison of gene expression levels in normal versus diseased tissue has 
important implications both diagnostically and therapeutically. For example, those who work in 
this field are well aware that in the vast majority of cases, when a gene is over-expressed, as 
evidenced by an increased production of mRNA, the gene product or polypeptide will also be 
over-expressed. It is unlikely that one identifies increased mRNA expression without associated 
increased protein expression. This same principle applies to gene uhder-expression. When a 
gene is under-expressed, the gene product is also likely to be under-expressed. Stated in another 
way, two cell samples which have differing mRNA concentrations for a specific gene are 
expected to have correspondingly different concentration of protein for that gene. Techniques 
used to detect mRNA, such as Northern Blotting, Differential Display, in situ hybridization, 
quantitative PGR, Taqman, and more recently Microarray technology all rely on the dogma that a 
change in mRNA will represent a similar change in protein. If this dogma did not hold true then 
these techniques would have little value and not be so widely used. The use of mRNA 
quantitation techniques have identified a seemingly endless number of genes which are 
differentially expressed in various tissues and these genes have subsequentiy been shown to have 
correspondingly similar changes in their protein levels. Thus, the detection of increased mRNA 
expression is expected to result in increased polypeptide expression, and the detection of 
decreased mRNA expression is expected to result in decreased polypeptide expression. The 
detection of increased or decreased polypeptide expression can be used for cancer diagnosis and 
treatment. 

6. However, even in the rare case where the protein expression does not correlate 
with the mRNA expression, this still provides significant information useful for cancer diagnosis 
and treatment. For example, if over- or xmder-expression of a gene product does not correlate 
with over- or under-expression of mRNA in certain tumor types but does so in others, then 
identification of both gene expression and protein expression enables more accurate tumor 
classification and hence better determination of suitable therapy. In addition, absence of over- or 

-2. 



AppL No, 
Filed 



10/063,557 
May 2, 2002 



under-expression of the gene product in the presence of a particular over- or under-expression of 
mRNA is crucial information for the practicing clinician. For example, if a gene is over-expressed 
but the corresponding gene product is not significantly over-expressed, the clinician accordingly 
will decide^t to treat a patient with agents that target that gene product. 

7. I hereby declare that all statements made herein of my own knowledge are true and 
that all statements made on information or belief are believed to be true, and further that these 
statements were made with the knowledge that willful false statements and the like so made are 
punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the United States 
Code and that such willful statements may jeopardize the validity of the application or any 
patent issued thereon. 

Date: 

S:\D0CS\A0K\Al)K-5479.D0C 
071904 ' 




Chnstopher Grimaldi 
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DECLARATION OF PAUL PpLAKIS, Ph,D. 
I, Paul Polakis, Ph,D., declare and say as follows: , 

1 . I was awarded a Ph.D. by the Department of Biochemistry of the Michigan 
State University in 1984. My scientific Curriculum Vitae is attached to and fonns 
part of this Declaration (Exhibit A). 

2. I am currently employed by Genentech, Inc. where my job title is Staff 
Scientist. S ince joining Genentech in 1999, one of my primary responsibilities has 
been leading Genentech's Tumor Antigen Project, which is a large research project 
with a primary focus on identifying tumor cell markers that find use as targets for 
both the diagnosis and treatment of cancer in humans. 

3 . As part of the Tumor Antigen Project, my laboratory has been analyzing 
dififerential expression of various genes in tumor cells relative to normal cells 
The purpose of this research is to identify proteins, that are abundantly expressed 
on certain tumor cells arid that are either (i) not expressed, or (ii) expressed at 
lower levels, on corresponding normal cells. We call such differentially expressed 
proteins "tumor antigen proteins", When such a tumor antigen protein is 
identified, one can produce an antibody that recognizes and binds to that protein. 
Such an antibody finds use in the diagnosis of human cancer and rhay ultimately 
serve as an effective therapeutic in the treatrhent Of human cancer. 

4. In the course of the research conducted by Genentech's Tumor Antigen 
Project, we have employed a variety of scientific techniques for detecting and 
studying differential gene expression in human tumor cells relative to normal cells, 
at geriomic DNA, mRNA and protein levels. An important example of one such 
technique is the well known and widely used technique of miciroarray arialysis 
whjch has proven to be extremely useful fer the identification of mRNA moleciUes 
that are differentially expressed in one tissue or cell type relative to anotho". In the 
course of oiu- research using microarray analysis, we have identified 
approximately 200 gene transcripts that are present in human tumor cells at 
significantly higher levels than in corriesporiding normal human cells. To date, we 
have generated antibodies that bind to about 30 of the tumor antigen/ proteins 
expressed from these differentially expressed gene transcripts and have tised these 
antibodies to quantitatively determine the level of production of these tumor 
antigen proteins in both human cancer cells and corresponding normal cells. We 
have then compared the levels of mRNA and protein in both the tumor and normal 
cells analyzed. 

5. From the mRNA and protpin ex^ressioil analyses described in paragnq)h 4 
above, we have observed that there is a strong correlation between changes in the 
level of mRNA present in any particular cell type and the level of protein 



expressed from that mRNA in that cell type. In approximately 80% of our 
observations we have found that increases in the level of a particular mRNA 
correlates with changes in the level of protein expressed from tliat mRNA when 
human tumor cells are compared with their corresponding normal cells. 

.6. Based upon my own experience accumulated in more than 20 years of 
research, including the data discussed in paragraphs 4 and 5 above and my 
knowledge of the relevant scientific literature, it is my considered scientific 

. opinion that for human genes, an increased level of riiRNA in a tumor cell relative 
to a normal cell typically, correlates to a sirhilar increase in abundance of the 
encoded protein in the tumor cell relative to the honnal cell. In fact, it remains a 
central dogma in molecular biology that increased mRNA levels iece predictive of , 
corresponding increased levels of the encoded protein. While there have been 
published reports of genes for which such a correlation does not exist, it is niy 
ojpihioh that such reports are exceptions to the commonly understood general rule 
that increased mRNA levels are predictive of corresponding increased levels of the 
encoded protein. 

7. I hereby declare that all statements made herein of my ovvn knowledge are 
true and that all statements made on information or belief are believed to be true, 
arid further that these statements were made with the knowledge that willfrd &lse 
statements and the like so made are pmpshable by fme or imprisonment, or both, 
under Section 1001 of Title 18 of the United States Code and that such willfUl 
statements may jeopardize the validity of the application or any patent issued 
fliereon. 



Dated: .5^^A/ . By: l^^y /£4^ - 

PaulPolakis,Ph.D. 

SV2031808vl 
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CURRICULUM VITAE 



PAUL G. POLAKIS 

Staff Scientist 

jGenentech, Ihc 

1 DNA Way. MS#40 

S. San Francisco, CA 94080 



EDUCATION: 



Ph.D., Biochemistry, Department of Biochemistry, 
Michigan State University (1984) 

B.S., Biology. College of Natural Science, Michigan State University (1977) 



PROFESSIONAL EXPERIENCE: 
2002'-present 



Staff Scientist. Genentech, Inc 
S. Sdn Franclspb, CA 



1999- 2002 



Senior Scientist, Genentech, Inc., 
S. San Francisco, CA 



1997 -1999 



Research Director 
Onyx Pharmaceuticals, Richmond, CA 



1992- 1996 



Senior Scientist, Project Leader, Oriyx 
Phamiaceutlcais, Richmond, CA 



1991-1992 

1989-1991 
1987-1989 

1985-1987 



Senior Scientist, Chiron Corporation, 
Emeryville, CA. 

Scientist, Cetus Corporation, Emeryville CA, 

Postdoctoral Research Associate. Genentech, 
Inc., South SanFrancisco, CA. 

F'ostdoctoral Research Associate. Department 
of Medicine, Dul^e University Medical Center, 
Durham. NC 



1984-1985 Assistant Professor, Department of Chemistry, 

Oberiln College, Oberlin. Ohio 

1980-1984 Graduate Research Assistant, Department of 

Biochemistry, Michigan State University 
East Lansing, Michigan 



PUBLICATIONS: 

1. Polakis, P G, and Wilson, J. E. 1982 Purification of a Highly Bindable Rat Brain 
Hexokinase by High Performance Liquid Chromatography. Biochem. Blophys. 
Res. Commun. 107, 937-943. 

2. Polakis, P.G. and Wilson, J. E. 1984 Proteolytic Dissection of Rat Brain 
Hexokinase: Determination of the Cleavage Pattern during Limited Digestion with 
Trypsin. Arch. Biochem. Biophys. 234, 341-352. 

3. Polakis, P. G. and Wilson, J. E. 1985 An Intact Hydrophobic N^Termihal 
Sequence is Required for the Binding Rat Brain Hexokinase to Mitochondria. Arch. 
Biochem. Biophys. 236, 328-337. 

4 Uhing, R.J., Polakls.P.G. and Snyderman, R. 1987 isolatoh of GTP-blnding 
Proteins from Myeloid HL60 Cells. J. Biol. Chem. 262, 15575-1 5579. 
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FROM DNA TO RNA 

Tkansorlption and translation are the means by which cells read out, or express, 
the genetic instructions in their genes. Because many identical RNA copies can 
be made from the same gene, and each RNA molecule can direct flie synthesis 
of many identical protein molecules, cells can synthesize a large amount of 
protein rapidly when necessary. But each gene can also be transcribed and 
translated with a different efficiency, allowing the cell to make vast quantities of 
some proteins and tiny quantities of others (Figure 6-3). Moreover, as we see in 
the next chapter, a cell can change (or regulate) the expression of each of its 
genes according to the needs of the moment— most obviously by controlling 
the production of its RNA. 



Figure M Geiies can be expr^sse^j 
with different efficiencies. Gene A \% 
transcribed and translated much more 
efficfenti/ than gene B.This allows the 
amount of protein A in the cell to be 
much greater than that of protein B. 



Portions of DNA Sequence Are Transcribed into RNA 

The first step a cell takes in reading out a needed part of its genetic instructions 
is to copy a particular portion of its DNA nucleotide sequence— a gene— into an 
RNA nucleotide sequence. The information in BNA, although copied into another 
chemical form, is still written in essentially the same language as it is in DNA— 
the language of a nucleotide sequence. Hence the name transcr^>^on. 

like DNA, RNA is a linear polymer made of four different types of nucleotide 
subunits linked together by phosphodiester bonds (Figure 6-4). It differe from 
DNA chemically in two' respects: (1) the nucleotides in RNA are 
ribonucleotides— ihzt is, they contain the sugar ribose (hence the name n'fconu- 
deic acid) rather tiian deo^^ribose; (2) although, like DNA. RNA contains the 
bases adenme (A), guanine (G), and cytosine (Q, it contains the base uradl (U) 
instead of the thymine (T) in DNA Since U, like X can base-pair by hydrogen- 
bonding with A (Figure 6-5), the complementary base-pairing properties 
described for DNA in Chapters 4 and 5 apply also to RNA (in RNA, G pairs with 
C, and Apairs with U), It is not uncommon, however, to find other types of base 
pairs in RNA: Cor example, G pahing with U occasionally 

Despite these small chemical differences, DNA and RNA differ quite dra- 
matically in overall structure. Whereas DNA always occurs in cells as a double- 
stranded helix, RNA is single-stranded. RNA chains therefore fold up into a 
variety of shapes, just as a polypeptide chain folds up to form the final shape of 
a protein (Figure 6-6). As we see later in this chapter, the ability to fold into com- 
plex three-dimensional shapes allows some RNA molecules to have stmctural 
and catalytic functions. 



Transcription Produces RNA Complementary to 
One Strand of DNA 

All of the RNA in a cell is made by DNA transcription, a process that has cer- 
tain aimilaxities to the process of DNA replication discussed in Chapter 5. 
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Figure 6-^9 Protein aggregates that cause human disease. (A) Schematic illustration of the type of 
conformational change in a protein that produces nnaterlal for a cross-beta filamenc (B) Diagram illustrating 
the self-infectious nature of the protein aggregation that Is central to prton diseases. PrP is lifghl/ unusual 
because the misfolded version oiFihe protan, called PrP*, induces the normal PrP protein it contacts' to 
change its confonnation,as shown. Host of the human diseases caused by protein aggregation are caused by 
the overproduction of a variant protein that is espedally prone to ^g^gation, but because this structure is 
not Infectious in this w^, it cannot spread from one anlnnJ to another. (C) Drawing of a cross-beta filament 
a common type of protease-resistant protein aggregate found in a variety of liuman neurological diseases. 
Because the hydrogen-bond interactions in a p sheet form between polypeptide backbone atoms (see Figure 
3-9), a number of different abnormally folded proteins can produce this structure. (D) One of several 
possible models for the conversion of PrP to PrP*, showing the likely change of two a-helices into four 
p-sQ-ands. Althougii the structure of the normat protein has been determined accurately, the structure of the 
infectious form Is not yet knovm wid) certainty because the aggregation has prevented the use of standard 
structural tecMques. (Q courtes/ of Louise Serpell, adapted from M. Sunde et al^Jl Mol Biol 273:729-739, 
1 997; adapted from S.aPnisinen1rfimfe fitodiem. Sd 21:482-487. 1996.) 

animals and humans. It can be dangerous to eat the tissues of animals that con- 
tain PrP*, as witnessed most recentiy by the spread of BSE (commonly referred 
to as the '^d cow disease"*] firom catde to humans in Great Britain. 

Fortunately^ in the absence of PrP% PrP is extraordinarily difficult to convert 
to its abnormal form. Although very few proteins have the potential to misfold 
into an Infectious conformation, a similar transformation has been discovered 
to be the cause of an otherwise mysterious 'protein-only inheritance" observed 
in yeast cells. 

There Are Many Steps From DNA to Protein 

We have seen so £ar in this chapter that many different types of chemical reac- 
tions are required to produce a properly folded protdn from the information 
contained in a gene CPlgure 6^0) . The final level of a properly folded protein in 
a cell therefore depends upon the efficiency witiii wiiich eadi of the many steps 
is performed 

We discuss in Quq;>ter 7 that cells have Hie ability to change the levels of 
their proteins accorcUng to their needs. In principle^ any or all of the steps in Fig- 
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Figure 6-90 Th« production of a 
protein by a eucaryotkc celLThe final 
level of each protein |n a eucaryotJc cell 
depends upon the effidenc/ of eadi step 
depicted. 



ure 6-90) could be regulated by the cell for each individual proteiiL However, as 
we shall see in Qiapter 1, the initialion of transcription is the most common 
point for a cell to regulate the compression of eadi of its genes. This makes sense, 
inasmudi as the most efficient way to keep a gene from being expressed is to 
block the very first step-^he transcription of its DNA sequence Into an RNA 
molecule. 

Summary 

The translation of the nucleotide sequence of an mENA molecule into protein takes 
place in the cytoplasm on a large ribonucleoprotein assembly called a ribosome. The 
amino adds used for protein synthesis are first attadted to a family of tENA 
molecules, eadi of which recognizes, by complementary base-pair interactions, par- 
ticular sets of three nucleotides in the mRNA (codons). The sequence ofnudeotides in 
the mRNA is then read fi'om one end to the other in sets of three according to the 
genetic code. 

719 initiate translation, a smaU rfbosomal subunit binds to the mRNA molecule 
at a start codon (AUG) that is recognized by d unique initiator tSNA molecule. A 
large ribosomal subimit binds to complete tiie ribosome and begfn tiw elongation 
phase of protein syntitesis. During this phase, aminoacyl tRNA&^^eadi bearing a 
specificamino add bindsequmtialfy to the appropriate codon in mBNA byprmtng 
complementary base pairs witii the tBNA anticodon. Bach amino add is added to the 
C-termtnal find of the growing polypeptide by means of a cyde of three sequential 
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Figure 7-6 Sbc steps at which 
eucaiyotic gene expression am be 
controlled. Controls chat operate at 
steps I through 5 are discussed in .this 
chapter. Step 6, the regulation of protein 
activity. Includes reversible actlviation or 
Inactlvatlon by protein phosphorylation" 
(discussed In Chapter 3) as v^ell as 
Irreversible inactivatlon by proteolytic 
degradation (discussed In Chapter 6). 



Gene Expression Can Be Regulated at Many of the Steps 
In the Pathway from DNA to RNA to Protein 

If differences among the various cefl types of an oi^anism depend on the partic- 
ular genes that the cells &q^ress, at what level is the control of gene eaqjression 
exercised? As we saw in the last chapter, there are many steps in the pathway 
leading from DNA to protein, and all of them can m principle be regulated Thus 
a ceU can control the proteins it makes by (1) controlling when and how often a 
given gene is transcribed (tradscriptlonalconlxol}, (2) controlling how tilie RNA 
transcript is spliced or otherwise processed (RNA processhig control), (3) 
selecting which completed mRNAs in the ceU nucleus are exported to the cytosol 
and determining where in the cytosol they are localized (RNA transport and 
localization control), (4) selecting which mRNAs in the cytoplasm are translated 
by ribosomes (translational control). (5) selectivety destabiliaing certain mRNA 
molecules in the cytoplasm (mRNA degradation control), or (6) sdectively acti- 
vating, hiactivating, degrading, or compartmentalizing specific protein 
molecules after they have been made (protehi activity control) (Figure 7-5), 

For most genes transcriptional controls are paramount This makes sense 
because, of afl the possible control points fflustiated in Hgure 7-5, only tran- 
scriptional control ensures that the cell will not synthesize superfluous mterme- 
diates. In the followmg sections we discuss tiie DNA and protein components 
that perform this fimction by regulating the initiation of gene transcription. We 
shall return at the end of die chapter to tiie additional ways of regulating gene 
e}q)cessiorL 



Summary 

The genome ofa ceU contains In Us DNA sequence the information to make many 
thousands of different protein and BNA molecules. A ceU typically expires only a 
fr<^nofitsgenes,andthe different types of cells inmumceUul^ 
because different sets of genes are expressed. Moreover, cells can tMnge the pattern 
of genes they express in response to changes in their environment, such as si^uds 
from other ceOs^AUhou^ aU of the steps involved in expressing a gene can in prin- 
tdple be regulated, for most genes the initiation of RNA transcription is the most 
. important point of control 



DNA-BINDING MOTIFS IN GENE REGULATORY 
PROTEINS 

How does a cell determine M*ich of its tiiousands of genes to transcribe? As 
meattoned briefly in Chapters 4 and 6, the transcription of eadi gerie is con- 
milled by aregulatory region of DNA relatively near the site where transcription 
oegfafi. Some regulatory regions are simple and act as switdies that are timiwn 
, oy a single signal Many others are complex and act as tiny microprocessors, 
ieq)onding to a variety of signals tiiat tiiey interpret and hitegrate to switch flie 
n«ghborlng gene on or off. Whether complex or simply these switching devices 
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occur in ttie gem line, the cell lineelge that gives rise to spenn or eggs. Most of 
the DNA hi vertebrate germ cells is inactive and highly methylated. Over long 
periods of evolutionary tlme> the methylated CG sequences in these inactive 
regions have presumably been lost throuf^ spontaneous deamination events 
that were not properly repaired. However promoters oif genes that r^mam active 
in the germ cell lineages ' (including most housekeepmg genes) are kept 
unmethylated, and therefore spontaneous deaminations of Cs that occur with- 
in them can be accurately repaired Such regions are preserved in modem day 
vertebrate cells as CG islands. In addition, any mutation of a C6 sequence in the 
genome that destroyed the function or regulation of a gene m the adult would be 
selected against, and some CG islands are simply the result of a higher than nor- 
mal density of critical CG sequences. 

The manomalian genome contains an estimated 20,000 CG islands. Most of 
the islands mark the 5' ends of transcription imits and thus, presumably, of 
genes. The presence of CG islands often provides a convenient way of identify- 
ing genes in the DNA sequences of vertebrate genomes. 

Summary 

2%e many types of cells in animals and plants are created largdythroughmecha- 
nisms that cause different genes to be transcribed in different cells. Since many 
specialized animal cells can maintain ^eir unique character tkrou^ many cell 
division cycles arui even when grown in culture, die gene regulatory mechanisms 
involved in creating them must he stable once established and heritable when ^e 
ceU divides. These features endow the cell with a memory dfits devehpmmUd history, 
BaOeria and yeasts provide unusually accessible modd systems in which to study 
giBiie regulatory mechanisms. One such mechanism irwolves a competitive interac- 
tion between two gene regulatory proteins, each of which inhibits the synthesis of the 
other; this can create a flip-flop switch that switches a cell between twoalterruitive 
pattmisofgeneexpressioru Direct or indirea positive feedback 
gene r^giUatory proteins to perpetuate their own synthesis, provide a general mech- 
anism for cell memory. Negative feedback loops with programmed delays form the 
basis for cellular clocks* 

In eucaryotes the transcription ofa gene is generally controlled by combina^ns 
ofgerie regidatory proteins. It is thought that each type of cell in a hi^er eucaryotic 
organism contains a specific combination of gene regulatory protons that ensures 
the expression of only those genes appropriate to that type of cell A ^ven gene regu- 
latory protein may be active in a variety of circumstances and typically Is involved 
in the regulation of many genes. ' 

In addition to diffusible gene regulatory proteins, inherited states of chromatin 
cot^ensation are also usedby eucaryotic cells to r^^lategeneexpressiorLAnespe- 
dally dramatic case is Ifte inactivation of an entireXchrvmosome in female mam- 
nulls. In vertebrates DNA melhylaUon also functions in gene regulation, being used 
mainly as a device to reinforce decisions abotUgene expresdan that are made ini- 
tially by other mechanisms. DNA methylation also underlies Uie phenomenon of 
genomic imprintir^ in mammals, in which the expression of a gene depends on 
wheOier it was inherited Jh>m Ote mother or the father. 



POSTTRANSCRIPTIONAL CONTROLS 

In principle, every step required for the process of gene esqpression could be 
controlled Indeed, one can find examples of each type of regulation, although 
any one gene is likely to use only -a few of them. Controls on the mitiation of 
gene transcription are the predominant form of regulation for most genes. But 
other controls can act later in the pathway from DNA to proteht to modulate 
the amount of gene product that is made. Although these ptottranscriptioiial 
controls, which operate after RNA polymerase has bound to the gene's ptomoter 
and begun RNA synthesis, are less common tfian transcriptional c^ntroU for 
many genes tiiey are cnidaL 



VERTEBRAlt ANeESTOR DNA 




RNA 



methylation of 
most CG sequences 
in germ fine 




VERTEBRATE DNA 




CG island 



Figure 7^6 A mechanism to explain 
botii the marked overall deaciency 
of CG sequences and tii^r clustering 
into CG islands in .vertebrate 
genomes. A bhck fine rparics the bcation 
of a CG diniideotide in the DNA 
sequence, while a re</*''loUit>op** indicates 
the presence of a miethyi group on the 
CG dinucleotlde. CG sequences that lie in 
regulatory sequences of genes d^at are 
transcribed in germ cells are unmethylated 
and dierefore tend to be retained In 
evolutioa Hethyfated CG sequences, on 
the ofher hand« tend to be lost throu^ 
deamination of 5-meth/l C to X unless the 
CG sequence Is critical for survival. 
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Ea^H YEAR, OVER 182,000 WOMEN in Ac Uidteij' Stetefe are 
dla^osed. with breast cancer/and approximately 45,000.die 
of the diseased. Incidence appears to be increasing in the 
United States at a rate of roughty 2% per year. The reasons 
for tiie inmase are unclear, but non-genetic risk factors appear 
toplayalaigeiole.^ 

Five-year survival rates range from approximately 65%^ 
85%, depending on demographic group, with a significant 
percentage of women expmencmg recurrence of their cancer' 
within 10 years of diagncfsis* One of the facton most predic- 
tive fiw recurrence once a diagnosis of breast cancer has been 
made is the number of axillaiy lyruph nodes to v^ich tumor 
has metastasized. Most noderpositiVe women are given adju-. 
vant th^py,wluch increases dieirtovival.. However, 20%-. 
30y« of patients widiout axillary-node involvement n\so 
dever<^reairrcntdisease,^andthedijfficultyires inhowto iden- 
tify this high-risk subset of patients, These patients could 
benefit from.ihcceased surveillance, early intervention, arid 
treatment. " . * 

Prognostic markers currently used in breast cancer recur- 
rence prediction indude tumor size, histological grade, steroid 
homione receptor status, DNAploidy, proliferath^ index, and 
cathepsin D status. Expression of growth factor receptors and 
over-^^xpression of the HER-2/neu oncogene have also been 
Identified as having value regarding treatment regimen and 
prognosis. 

- known as c^rW2) is an oncogene diat 

eticodes a transmembrane glycopr^in that is homologous 
to, but distinct from, the epidermal growth factor receptor. 
Numerous studles .have indicated that high levels of expres- 
sion of this protein are associated widi rapid tumor growth, 
csertain forms' of tiierapy resistence, and shorter disease-free 
BUryival. The gene has been shown to be amplified and/or 
overexpressed in lOH-30% of invasive breast cancere and in 
40Vo-60%4>f intraductal bi«ast careinbma.) 

There are two distinct FDA-approycd niethods by. which 
HER-2/neu status can be evaluated: imniunobistochemistiy 
(IHC, HereepTesfW) andHSH (fluorescent in sini hybridiza- 
tion, Pathyyslon«< Kit). BoOi methods can be.perfonned on 
archived aiid current specimens, the first meftod allows visual 
assessment of the amount of HER-2/neu protem present on 
the cell membrane, Tbc latter method, allows dutct quantilR- 
€^ti(ai of the level pf gene, amplification present in the tumor, 
enabling dtfii^rentiadon between low- versus h)gh*ampllfica- 
tjfftt At least ot» study has dcmoastratcid t difference in 



recurrence risk in women younger than 40 years of age for 
low- versus bigh-amplified tumors (54.5% compared tb 
85.7%); this is conipared to a recurrence rate of 1 e.7% fo^ 
patients with no HER-2^6a gene amplification*^ HBiR-2/neu 
stetus may be particulariy importantto establi^ in women with 
8nmU(:^ t ern) tumor size. • 

The.choice of methodology for determination of" 
neustamsdependsfaipart on thecUmcal setting approval 
for the Vyais FISH test was granted based on clinical ttials 
invblvlna 1549 node-positive patients. Patients received one 
of tfirce difi^gretit treatments consisting of different doses Qf 
• cyclopho$phamide, Adriamycfai, and 5-fluorouiacil (CAP)* 
The study showed that patients with amplified HBIi-2/neu 
benefited fiom treatment with higher doses of ^driamycin- 
bascdtherapy, while those withjiormal HERp2/neu levels did 
not^ "Hie study therefore identified a sub-set pf women, who 
because they did not benefit from more aggressive treatment, 
did not need to be exposed to the associated side effects*" In 
addition, other evidence indicates that HER-2/neu amplifica- 
Hon in hode-negath^e patients can be used as an independent 

prognostic indicator for ea^ly recurrence, recucr^t disease at 
any time and disease-related death.^ Demonstration of HER* 
2/neu gene amplification by FISH has also been shown to be 
of value in predicting response to chemotherapy in stagc-2 
breast canber patients. 

. Sel<»tlon.of patients for Hcreeptin^ (TirastU2umab)mono^ 
clonal antibody therapy, however, is based upon dmoiuita^ 

ti(^ of HHl*2/neu protein overexpresston using Hen^pT^^ 
Studies ttsmg Herceptin<^ in patients with mctasUtic breast 
cancer show an increase in time to disease progression, 
increased response rate to chemotherapeutic agents and a small 
increase in overall survival rat^. The. FISH assays have nptyet 
been approved for this purpose, and studies looling'ar response 
toHerceptin^ m patients with or without gene amplification 
status detemilned by FISH are in progress* 

In genctal, FISH and IHC results correlate wdlHowcver, 
subsets of tvmors are found which show dlscordait results; 
(:c., protein ovcrexpresslon without gene amplification or lade 
of protein oyerexpresslcn witix gene amplification. The clini- 
cal significance of suchrestd.ts is unclear. Based onthe above 
considenitions, HER-2Aieu testing at SHMCyPAML will utit 
lize Inununohlstochendstry (Hei^Tsst^ as a screen, fol- 
lowed by nSH in IHC-negative cases. AltcraatW«Jy, either 
method may be ordered individual^ dq)eading ontfae clini- 
cal aetting or cUnleian prefisraite/ 



A:uou6r im 
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88342 Oiii^luding interpretive report) 
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,HER-2/nei» via FISH 3 

88271 >(2 Molecular (^bgenetrcs^DNA^ 

88274 Molecular cytogenetics, interphase in situ hybrid- 
ization, analyze 25-99 cells ^ 

. 8829 1. Cytogenetics and molecular cytogenetics, interpret 

.fatioD an4 report ^ 

Procedural Information 

Imipunohistocheniistry is performed using the FDA-approved 
t)AKO antibody icit; Herceptest0. The BAKO kit contains 
reagents required to complete a two-step immunotiisto- 
cheihicd stammg proc^diipre forroutiaely processed, paralBfi- 
einbed4ed sp^clmens. Following incubation with the primary 
rabbit antibody to human HHl'2/neu protein, Ae kit employs 
a ready-to^vse dextran-based visualization reagent This re- 
agent consists of both secondaxy goat anti-rabbit ant{t>ody 
molecules wi th horseradish peroxidase molecules tinked to a 
coinmon deXtiun polymer backbone, thus eliminating the need . 
for sequential application of link, antibody and peroxidase 
conjugated antibody, ^n^matic conversion of the subse- . 
quently added-ehromogeh results in formation , of visible 
reaction product at theantigen 8ite« The specimen is then coun- 
terstained; a pathologist using light-microscopy interprets . 
results. 

FISH analysis at SHMC/PAML is performed using the 
FDA-apprbved PathVysion™ HER-2/heu DMA probe kit, pro- 
duced by Yysisi Inc. Formalin fixed, pturafBn-embedded breast 
tissue is processed using routine histologics! methods, and then 
slides are treated tp allow hybridization of DNA probes to the 
nuclei present in the tissue section, ThePathvysion^ kit con- 
tains two direct-labeled DNA probes, one specific for the 
alphoid repetitive DNA (CEP I T^ Spectrum orange) present at . 
the chiomQso.meH[^^^o)nere and the second for die HER- 
i/neu oncogene located at 17ql 1 i2-12 (specbum green). Enb* 
mmtion of the probes allows a ratio of the number of copies 
of chromosome 17 to the number of copies of HER-2/heu to . 
be obtained; this enables quantificatton pf low versus high 
amplification levels, and allows an estimate of the percentage 
of cells with HER-2/neu gene amplification. The clinically 
relevant distinction is whether the gene aniplification is due 
to increaiSed gene copy number on the two chromosome 17 
homolbgues normally present or an increase in the number of 
chromosome 17s hi the cells. In thei majority of cases, ratio 
equivalents less dian 2.0 are indicative of a normal/negative 
lesi^tf ratios of 2.1 and over indicate, that amplification is 
present and to what degree. Inteipretirtion oftbis data will be 
performed and reported from tii^ Vysis-certified Cytogenet- 
ics laboratoiy at SHMC 
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<1504 matches in an overlap of 1505: 99.93 percent similarity 
<gaps in first sequence: 0, gaps in second sequence: 1 (1 base) 
<score: 4503 (match = 3, mismatch = 0, gap penalty = 8 + 1 per base) 
<endgaps not penalized 
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Nucleotide sequence of human alcohol dehydrogenase 21620. 909 bp, 
DNA, PAT 22-AUG-2001 
P_AAH2 5131 

GENESEQ; Human; alcohol dehydrogenase; colon disorder; brain 
disorder; skin disorder; heart disorder; blood vessel disorder; 
kidney disorder; prostate disorder; skeletal muscle disorder; ovary 
disorder; testis disorder; epididymis disorder; spleen disorder; 
lung disorder; liver disorder; uterus disorder; endometrium 
disorder; T-cell disorder; red cell disorder; thymus disorder; B 
cell disorder; breast disorder; thyroid disorder; pancreas disorder; 
small intestine disorder; reduced platelet number disorder; 
precursor T cell neoplasm; patent; patentdb (v200425, 02-DEC-2004) . 
Homo sapiens . 
Homo sapiens . 
1 (bases 1 to 1909) 
Meyers , R . 

Novel human alcohol dehydrogenase proteins, 21612, 21615, 21620, 
21676, 33756, useful for treating psoriasis, tropical sprue, 
pancreatitis, goiter, osteomalacia, endometriosis, angina pectoris, 
embolism. 

Patent: W0200144446-A2 ; Filing Date: 15-DEC-2000; 2000WO-US033873 ; 
Publication Date: 21-JUN-2001; Priority: 15-DEC-1999; 
99US-00464039; Assignee: (MILL-) MILLENNIUM PHARM INC; Cross 
Reference: WPI; 2001-390244/41, P-PSDB; AAB84364; Patent Format: 
Claim 2; Fig 3; 156pp; English. 

AAH25131-35 encode human alcohol dehydrogenase proteins, designated 
21620, 33756, 21676, 21612 and 21615, respectively. Alcohol 
dehydrogenase polynucleotides and polypeptides are useful for 
treatment and diagnosis of disorders mediated by or related to 
alcohol dehydrogenase. They can be used for treating disorders of 
colon, brain, skin, heart, blood vessels, kidney, prostate, 
skeletal muscle, ovary, testis and epididymis, spleen, lung, liver, 
uterus and endometrium, T-cells, red cells, thymus, B cells, breast, 
thyroid, pancreas, small intestine, reduced platelet number, 
precursor T cell neoplasms, bone forming cells, and bone marrow 
cells 

Location/Qualifiers 
421. .1203 
/*tag= a 

/product= "alcohol dehydrogenase 21620" 
399 a 544 C 508 g 445 t 



ss.P AAH25131 



10 20 30 40 50 60 

TACTTAGACTCAGCCGGCTTTTCCACGCTTTGCCTGACCCTGCTTTGCTCAACTGTACGT 



70 



80 



90 



100 



110 



120 



X 



SS . P_AAH25131 CTTGTTTCGTTTTCTGTTCTGCGCCGTTACAGATCCAAGCTCTGAAAAACCAGAAAGTTA 

130 140 150 160 170 180 

SS . P_AAH25131 ACTGGTAAGTTTAGTCTTTTTGTCTTTTATTTCAGGTCCCGGATCCGGTGATCCAAATCT 

190 200 210 220 230 240 

S S . P_AAH2 5131 AAGAACTGCTCCTCAGTGAGTGTTGCCTTTACTTCTAGGCCTGTACGGAAGTGTTACTTC 

250 260 270 280 290 300 

s s . P_AAH2 5131 TGCTCTAAAAGCTGCGGAATTCTAATACGACTCACTATAGGGAGTCGACCCACGCGTCCG 

310 320 330 340 350 360 

s S . P_AAH2 5131 GGGTCTAGGCGCGGATCGGACCCAAGCAGGTCGGCGGCGGCGGCAGGAGAGCGGCCGGGC 

*************************************** 

s s . DNA7 7626 CGCGGATCGGACCCAAGCAGGTCGGCGGCGGCGGCAGGAGAGCGGCCGGGC 

10 20 30 40 50 



370 380 390 400 410 420 

s s . P_AAH2 5131 GTCAGCTCCTCGACCCCCGTGTCGGGCTAGTCCAGCGAGGCGGACGGGCGGCGTGGGCCC 
******************************************** **************** 

s s . DNA7 7626 GTCAGCTCCTCGACCCCCGTGTCGGGCTAGTCCAGCGAGGCGGACGGGCGGCGTGGGCCC 

60 70 80 90 100 110 



430 440 450 460 470 480 

S S . P_AAH2 5131 ATGGCCAGGCCCGGCATGGAGCGGTGGCGCGACCGGCTGGCGCTGGTGACGGGGGCCTCG 
************************************************************ 

SS . DNA77626 ATG GCCAGGCCCGGCATGGAGCGGTGGCGCGACCGGCTGGCGCTGGTGACGGGGGCCTCG 

120 130 140 150 160 170 



490 500 510 520 530 540 

SS . P_AAH25131 GGGGGCATCGGCGCGGCCGTGGCCCGGGCCCTGGTCCAGCAGGGACTGAAGGTGGTGGGC 
************************************************************ 

SS . DNA77626 GGGGGCATCGGCGCGGCCGTGGCCCGGGCCCTGGTCCAGCAGGGACTGAAGGTGGTGGGC 

180 190 200 210 220 230 



550 560 570 580 590 600 

s S . P_AAH2 5131 TGCGCCCGCACTGTGGGCAACATCGAGGAGCTGGCTGCTGAATGTAAGAGTGCAGGCTAC 
************************************************************ 

SS.DNA77626 TGCGCCCGCACTGTGGGCAACATCGAGGAGCTGGCTGCTGAATGTAAGAGTGCAGGCTAC 

240 250 260 270 280 290 



610 620 630 640 650 660 

s s . P_AAH2 5131 CCCGGGACTTTGATCCCCTACAGATGTGACCTATCAAATGAAGAGGACATCCTCTCCATG 
************************************************************ 

s s . DNA7 7626 CCCGGGACTTTGATCCCCTACAGATGTGACCTATCAAATGAAGAGGACATCCTCTCCATG 

300 310 320 330 340 350 



SS.P_AAH25131 
SS.DNA77626 



670 680 690 700 710 720 

TTCTCAGCTATCCGTTCTCAGCACAGCGGTGTAGACATCTGCATCAACAATGCTGGCTTG 
************************************************************ 

TTCTCAGCTATCCGTTCTCAGCACAGCGGTGTAGACATCTGCATCAACAATGCTGGCTTG 
360 370 380 390 400 410 



ss.P_AAH25131 
SS.DNA77626 



730 740 750 760 770 780 

GCCCGGCCTGACACCCTGCTCTCAGGCAGCACCAGTGGTTGGAAGGACATGTTCAATGTG 

************************************W4r********************** 

GCCCGGCCTGACACCCTGCTCTCAGGCAGCACCAGTGGTTGGAAGGACATGTTCAATGTG 



SS.P_AAH25131 
SS.DNA77626 



420 



430 



440 



450 



460 



470 



790 800 810 820 830 840 

AACGTGCTGGCCCTCAGCATCTGCACACGGGAAGCCTACCAGTCCATGAAGGAGCGGAAT 
************************************************************ 

AACGTGCTGGCCCTCAGCATCTGCACACGGGAAGCCTACCAGTCCATGAAGGAGCGGAAT 
480 490 500 510 520 530 



SS.P_AAH25131 
SS.DNA77626 

ss.P_AAH25131 
SS.DNA77626 

ss.P_AAH25131 
SS.DNA77626 

SS.P_AAH25131 
SS.DNA77626 

SS.P_AAH25131 
SS.DNA77626 

SS.P_AAH25131 
SS.DNA77626 

ss.P_AAH25131 
SS.DNA77626 

ss.P_AAH25131 
SS.DNA77626 



850 860 870 880 890 900 

GTGGACGATGGGCACATCATTAACATCAATAGCATGTCTGGCCACCGAGTGTTACCCCTG 
************************************************************ 

GTGGACGATGGGCACATCATTAACATCAATAGCATGTCTGGCCACCGAGTGTTACCCCTG 
540 550 560 570 580 590 

910 920 930 940 950 960 

TCTGTGACCCACTTCTATAGTGCCACCAAGTATGCCGTCACTGCGCTGACAGAGGGACTG 
************************************************************ 

TCTGTGACCCACTTCTATAGTGCCACCAAGTATGCCGTCACTGCGCTGACAGAGGGACTG 
600 610 620 630 640 650 

970 980 990 1000 1010 1020 

AGGCAAGAGCTTCGGGAGGCCCAGACCCACATCCGAGCCACGTGCATCTCTCCAGGTGTG 
************************************************************ 

AGGCAAGAGCTTCGGGAGGCCCAGACCCACATCCGAGCCACGTGCATCTCTCCAGGTGTG 
660 670 680 690 700 710 

1030 1040 1050 1060 1070 1080 

GTGGAGACACAATTCGCCTTCAAACTCCACGACAAGGACCCTGAGAAGGCAGCTGCCACC 
************************************************************ 

GTGGAGACACAATTCGCCTTCAAACTCCACGACAAGGACCCTGAGAAGGCAGCTGCCACC 
720 730 740 750 760 770 

1090 1100 1110 1120 1130 1140 

TATGAGCAAATGAAGTGTCTCAAACCCGAGGATGTGGCCGAGGCTGTTATCTACGTCCTC 
************************************************************ 
TATGAGCAAATGAAGTGTCTCAAACCCGAGGATGTGGCCGAGGCTGTTATCTACGTCCTC 

780 790 800 810 820 830 

1150 1160 1170 1180 1190 1200 

AGCACTCCCGCACACATCCAGATTGGAGACATCCAGATGAGGCCCACGGAGCAGGTGACC 
***** ****************************************************** 

AGCACCCCCGCACACATCCAGATTGGAGACATCCAGATGAGGCCCACGGAGCAGGTGACC 
840 850 860 870 880 890 

1210 1220 1230 1240 1250 1260 

TAGTGACTGTGGGAGCTCCTCCTTCCCTCCCCACCCTTCATGGCTTGCCTCCTGCCTCTG 
************************************************************ 
TAG TGACTGTGGGAGCTCCTCCTTCCCTCCCCACCCTTCATGGCTTGCCTCCTGCCTCTG 

900 910 920 930 940 950 

1270 1280 1290 1300 1310 1320 

GATTTTAGGTGTTGATTTCTGGATCACGGGATACCACTTCCTGTCCACACCCCGACCAGG 
************************************************************ 
GATTTTAGGTGTTGATTTCTGGATCACGGGATACCACTTCCTGTCCACACCCCGACCAGG 

960 970 980 990 1000 1010 



1330 1340 1350 1360 1370 1380 



SS.P_AAH25131 
SS.DNA77626 

SS.P_AAH25131 
SS.DNA77626 

ss.P_AAH25131 
SS.DNA77626 



GGCTAGAAAATTTGTTTGAGATTTTTATATCATCTTGTCAAATTGCTTCAGTTGTAAATG 
************************************************************ 
GGCTAGAAAATTTGTTTGAGATTTTTATATCATCTTGTCAAATTGCTTCAGTTGTAAATG 
1020 1030 1040 1050 1060 1070 

1390 1400 1410 1420 1430 1440 

TGAAAAATGGGCTGGGGAAAGGAGGTGGTGTCCCTAATTGTTTTACTTGTTAACTTGTTC 
************************************************************ 
TGAAAAATGGGCTGGGGAAAGGAGGTGGTGTCCCTAATTGTTTTACTTGTTAACTTGTTC 
1080 1090 1100 1110 1120 1130 

1450 1460 1470 1480 1490 1500 

TTGTGCCCCTGGGCACTTGGCCTTTGTCTGCTCTCAGTGTCTTCCCTTTGACATGGGAAA 
************************************************************ 
TTGTGCCCCTGGGCACTTGGCCTTTGTCTGCTCTCAGTGTCTTCCCTTTGACATGGGAAA 
1140 1150 1160 1170 1180 1190 



ss.P_AAH25131 
SS.DNA77626 



1510 1520 1530 1540 1550 1560 

GGAGTTGTGGCCAAAATCCCCATCTTCTTGCACCTCAACGTCTGTGGCTYAXGGGCTGGG 
*************************************************** ******** 
GGAGTTGTGGCCAAAATCCCCATCTTCTTGCACCTCAACGTCTGTGGCTCA-GGGCTGGG 
1200 1210 1220 1230 1240 1250 



SS.P_AAH25131 
SS.DNA77626 



1570 1580 1590 1600 1610 1620 

GTGGCAGAGGGAGGCCTTCACCTTATATCTGTGTTGTTATCCAGGGCTCCAGACTTCCTC 
************************************************************ 
GTGGCAGAGGGAGGCCTTCACCTTATATCTGTGTTGTTATCCAGGGCTCCAGACTTCCTC 

1260 1270 1280 1290 1300 1310 



ss.P_AAH25131 
SS.DNA77626 



1630 1640 1650 1660 1670 1680 

CTCTGCCTGCCCCACTGCACCCTCTCCCCCTTATCTATCTCCTTCTCGGCTCCCCAGCCC 
************************************************************ 

CTCTGCCTGCCCCACTGCACCCTCTCCCCCTTATCTATCTCCTTCTCGGCTCCCCAGCCC 
1320 1330 1340 1350 1360 1370 



ss.P_AAH25131 
SS.DNA77626 

SS.P_AAH25131 
SS.DNA77626 

ss.P__AAH25131 
SS.DNA77626 



1690 1700 1710 1720 1730 1740 

AGTCTTGGCTTCTTGTCCCCTCCTGGGGTCATCCCTCCACTCTGACTCTGACTATGGCAG 
************************************************************ 
AGTCTTGGCTTCTTGTCCCCTCCTGGGGTCATCCCTCCACTCTGACTCTGACTATGGCAG 

1380 1390 1400 1410 1420 1430 

1750 1760 1770 1780 1790 1800 

CAGAACACCAGGGCCTGGCCCAGTGGATTTCATGGTGATCATTAAAAAAGAAAAATCGCA 
************************************************************ 
CAGAACACCAGGGCCTGGCCCAGTGGATTTCATGGTGATCATTAAAAAAGAAAAATCGCA 

1440 1450 1460 1470 1480 1490 

1810 1820 1830 1840 1850 1860 

ACCAAAAAAAAAAAAAAAAGGGCGGGCCGCTAGACTAGTYTAGAGAAAAAACCTCCCACA 
*************** 
ACCAAAAAAAAAAAA 

1500 



ss.P AAH25131 



1870 1880 1890 1900 

CCTCCCCYBDAMMYTKACGCCGXACGCXAXGGGGGCAATCAAGGACGCT 



<first sequence: SS.AC003042 (length = 102818) 
<second sequence: ss . DNA77626 . rc (length = 1505) 

<1495 matches in an overlap of 1505: 99.34 percent similarity 
<gaps m first sequence: 0, gaps in second sequence: 6 (7410 bases) 
<score: 4293 (match = 3, mismatch = 0, gap penalty = 8 + 1 per base) 
<endgaps not penalized 



ss,AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS. AC003042 

SS.AC003042 

ss. AC003042 



10 20 30 40 50 60 

AAGCTTTCCATGCAAACCCAAATTCCAGGCTTGCTGAGAAGAGGGCAGAGCCATGACCGG 



70 



80 



90 100 110 120 

CTCACCGCTGCCTGCTTCCCATATTTGTGGCCTGAACTGCGATGGCCTCTGGACACTGCA 



130 



140 



i50 160 170 180 

GGACCTTAGCATTGTGAAGAAAGGCCTCTGGACCGAAAGTGGTTAGAGGAAGCGTGGGGA 



190 



200 



210 220 230 240 

CCTTGAGTGCCAGGAGACAAAGCAGGGGCTAGAGGTCAGGAAGAAGGAGAGATCCCCTTC 



250 



260 



270 280 290 300 

GTGCCTCCTTCTAAGAAACCCTGAGTGAGAAGACCATAACCGCGAGAAGGGAAGGTAGAA 

320 330 340 350 360 

CTCAGAGAGACTTGAGGCCATCAGAGCTTCTACCACGAGAGAGACCCACAGCCTAGAGAG 



370 



380 



390 400 410 420 

GGTGTGGAGTTGCCTCAGCTCACACAGATTAACACTGGGAGAAAGCTGGAACCTGGGCTC 

430 440 450 460 470 480 

TTGACTCTGAAGCCATAGGCTGACTTCAATTGGAGGGAAAGAGTGGTATTTATACAAATA 

500 510 520 530 540 

TAAAATCAGTTTGTGGCTGGGCTCGGTAGCTCACGCCTGTAATCCCAGCACCTTGGGAGG 

550 560 570 580 590 600 

CTGAGGGAAGATTTCTTGAGCCCAGGAGTTCAAGACCAGCCTGGGCAACATGGTGAACCC 

^10 620 630 640 650 660 

CCATCTCTACAAAAAATACAAAAATTAGCTAGTGCGGTGGCGTGCCCCTGCTACTCAGGG 



670 



680 



690 700 710 720 

GGCTGAGGTGGGAGGATGGCTTGAGCCTGGGAGGTGGAGGTTGTGGTGAGCTGAGATCAC 

730 740 750 760 770 780 

GCCACTACACTCCAGCCTGGGCA?VCAGAGCAAGACTCTGTCTCAAAAAAAAAAAAAAATC 

790 800 810 820 830 840 

AGCTTGCGACACCCCATGTGCAGCAGTGTGCCTACAGTGTGCACAAGTCTGCATGCATTT 

850 860 870 880 890 900 

GTGCACACAAGTGAGGTAGTGTCTGCATGTGGTAGTTTGTCCACCTACAGGTTTGTGATG 

910 920 930 940 950 960 

TCTGTGTGTGCAAGCACATCTGTGCACATGGGGGTGGGTCACACACATAGGCACGTGTGT 



970 



980 



990 



1000 



1010 



1020 



SS.AC003042 

SS.AC003042 

ss. AC003042 

SS.AC003042 

ss,AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

SS.AC003042 

ss. AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

SS. AC003042 



GCCAAAGGGCAGGCACATGCTACTGCCTGTGGGGCTGGTTAAGGAGCAGAGGCCTCCCTG 

1030 1040 1050 1060 1070 1080 

GCCACACCTGCAGGGGTGTCTGTGTTCAGAGCTGCCCTCACGAGGCAGCTGAGCCACGTG 

1090 1100 1110 1120 1130 1140 

GGCCTGGGACTGACCCCACACCCTCAAACAAGCCCAGCCTCTGATGCTGAGCAGCTTCCT 

1150 1160 1170 1180 1190 1200 

TCTGGAGGATCCTCCTGGAGGTGGCACTGCTGAGGCAGGAGGCAGGACCGCAGCCCCCTC 

1210 1220 1230 1240 1250 1260 

CCCACCCCTTCCTTACAAGCTCCTGATGTGATGATAGAAACAATTAACTGGAAGAGACAG 

1270 1280 1290 1300 1310 1320 

CTAATACCCAAGGGAAAACATTTCTACATATGATATTACAACCTTGCTTCAAAAATGGGA 

1330 1340 1350 1360 1370 1380 

CTTTACCATGAGGAAATACAGTTTATTATTAGACACATTTTCTTTAATTTAATTATATAA 

1390 1400 1410 1420 1430 1440 

GCTTTGACTTAAAAAATAAAAAAGTATATGGAAAGGGGGAAGGGCTGAGATGTTTAAATC 

1450 1460 1470 1480 1490 1500 

AATCCACTGCATTTCCCGTGCACTCACTGATCACCCGGGACAAATGGCTATACATGGGAG 

1510 1520 1530 1540 1550 1560 

GGTCACTCGGGAAGTCCTGGGAACAGGTCAGTCCCAAACCTATCTTCCAGCCCCCCATAA 

1570 1580 1590 1600 1610 1620 

AACGTGGTCACAGGAAAGGCGACTTCAGGAACCACCAGACAAGAGAACCTGGAGGGGTGA 

1630 1640 1650 1660 1670 1680 

CCACAGGCCAAGTTCACTGCCACCTTCAGGGGCAGCGGGGACCCAGGCCTGCATCAGGCA 

1^90 1700 1710 1720 1730 1740 

ATCCATCTCATCCACCAAATCAGCCATGGCACCCTCACAGTGCTACACTCTGCCTGACAT 

1750 1760 1770 1780 1790 1800 

GCACACGTACACACACTCTTACACACACAACCTCACACACACATTCACAGAAACTTACAC 

1810 1820 1830 1840 1850 1860 

CAGGGAGTAGCCACATAAGCCAGACAGATACCCAAAAGCCAGACCCCAACCCTGTAAATG 

1870 1880 1890 1900 1910 1920 

GCCCCAGGAGAAGAAGGAAAATAAGGCTCGCTCAGTTGACCACCCATAGTCTGCTTGGCT 

1930 1940 1950 1960 1970 1980 

TTGGGCAAATTGCTGACCTCCCCAGGGCTTCAGTTTCCCCATCTTTCAGGGAGGTGAGTG 

1990 2000 2010 2020 2030 2040 

AGATGGTTTCTAAGACCCTTTCCAGCTTTAAACTCTTCTGCCTTAAATCACCATCCTCAC 

2050 2060 2070 2080 2090 2100 

TACCTGCCTCCTTTCTCCTATTCTTCCTGAGGGGGTGAAAAAAGCAGGTTCTGGGGTCGG 
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GGGAGCATGGACTTCAATCCCCACCTGCCCCTCCCTAAAGATGTGACCCAGGGCAAGTGG 

2170 2180 2190 2200 2210 2220 

CCAAGTCTCTCCATGCCGCCATTTCCCCATCTGTAAAATGGGGAGAACAACCGTGCTATC 

2230 2240 2250 ■ 2260 2270 2280 

CACCACACCCCCTGCCCATGGTAAGTGTGAAATTCATGGTTTCCATCATAGTTATAAGTC 

2290 2300 2310 2320 2330 2340 

CCTAGGAGAGACTGTGAAAGGCCCATGCCTGCTTCTCAGGAATGAATCCCTGTGGGTAGA 

2350 2360 2370 2380 2390 2400 

GACGTCCTCACATGCTGGCAGGAAGCAGACACATTAACAGATCCCCATGTCCTCCTCAAC 

2410 2420 2430 2440 2450 2460 

CCACTGCTCAGCTGTGCCCTCTTCCACCCTCTTCCCCAGGACCACTGACCCTATGGCCAA 

2470 2480 2490 2500 2510 2520 

CTGCAGTCCCCTCCACCATGTCCATCCCCCTCCCCAGGTCTATGGGCCAAGACTACCAGA 

2530 2540 2550 2560 2570 2580 

CATTAGGGGACACAGGGGTGGCCACGGAAACCCAGGTATCCGTGTCTGTGGCCCAGTGTG 

2590 2600 2610 2620 2630 2640 

CCTGGTGCTGCCCAGATGGAGCGGCCCCAGGTGGCAGGGTAGCTACAGCAGCAGCAAATC 

2650 2660 2670 2680 2690 2700 

TCCGCACTCAGGTACTAATGCAGTAAGTCCTATCAAGACACAGTGAAATGGGGCATAATT 

2710 2720 2730 2740 2750 2760 

TTTGCGGAAAACAATGTGGGTGATGTATGCCCACGACTGGCACACAATAAAACTGTAGTA 

2770 2780 2790 2800 2810 2820 

GAACGCAGAAAAAATGCACCCAGTCAATACAATAAAATCAGCACAAATACACTCGTGTAA 

2830 2840 2850 2860 2870 2880 

GGCAAATAAATCTCCCAATCCAAATATTTTACAGCATGCGTACAAGGAGGAAGTGGAGAA 



2890 



2900 



2910 2920 2930 2940 

GTATGTGTCTGCACCATTCAAGTTTTCCTCAGAAATCTCTAGGGGAAATAAACAAAACGA 

2950 2960 2970 2980 2990 3000 

CCAATGAGCCCCTCCTGACCCTCCAAATAAATAAATAAATAAATACCAAGGATCGGGGGC 

3010 3020 3030 3040 3050 3060 

TGGTTTGCATTTCTGGCCTCAGATTTCTTTTGTCGAGGTGATTGGGGGCTGGAGGCCCCC 

3070 3080 3090 3100 3110 3120 

AAATTACCATTCACCTAGCCTTGTTGTGGAAATTTTCAAGGGATTTGCAGTAATTATATG 

3130 3140 3150 3160 3170 3180 

ACAAAATGCTTGCAAATCTCACTCATTGCTGAACAGAAACAGGCGGGTCAGGGATTGAAC 

3190 3200 3210 3220 3230 3240 

ACTTTCAGCTGGGTAATTTGTAAATGTCAATCAGGCAACGGGGCAGAGAGAGAGAGGGAG 
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AGAGAGAAGAGGGGGGAGTGGAAGCCAGGAAAATACTGTAGCAACCTCAGTGCAAGAGGC 
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3310 3320 3330 3340 3350 3360 

CCCTTTATCCTCCCTTAACCCAGGAATGGAAAGGCCCAGGCCAGAGGCCAGGGAGGAGGG 

3370 3380 3390 3400 3410 3420 

AGGAGAGAGTGGGAGGAGGGAGGGAGGAGGAGGACTAAGAGGAAAGATGGGGAGGAAGGG 

3430 3440 3450 3460 3470 3480 

GGAGAAGGAGGAGGAAAGGGACGGAGCCCAAAGCAGACACAGAAAGGAGGGTAGGACCAG 

3490 3500 3510 3520 3530 3540 

AGGGGAGGGGGCAAAGGTGGGGGGAAATGGAGGAGGAGGGGCTCTGGATGGAGAAGTGAA 

3550 3560 3570 3580 3590 3600 

GAGAGTGAATCAGGAAAAACAGTTTAAATAAAACGAGAGGAGATTAAATTAACTGATACA 

3610 3620 3630 3640 3650 3660 

TACGTTCCAAGAGGTAGGTCGCAGCAACAGCAATAAATACCAGCTCCCTATCTCCCCTGC 



3670 



3680 



3690 3700 3710 3720 

TCAAGACAGCGGAGAGAGCGAAATAAAATTAAAAGATATAACAATAAAAATTACAAATGC 

3730 3740 3750 3760 3770 3780 

ATCTTGAGGGTCCTGCACTCAAGGCCCATAATGGAGGCTCCGAGCAGAGTAAGCATGGGG 

3790 3800 3810 3820 3830 3840 

CACAGCTCCCATTCAGGCTGGGGAGCCAGGCAAGGTAGGAGCCAGCAGGGACTGTTACAT 

3850 3860 3870 3880 3890 3900 

TTTCTGATGGGCTGGGCCAGTTGACTTGCAGAGAGCCCACTGCATGTACGTAAAGAATTT 

3910 3920 3930 3940 ' 3950 3960 

GATGGCTGATGCTTACCATTGTGACAACTGATTTGGCATTCGCTAATTAACAAGCTTTTT 

3970 3980 3990 4000 4010 4020 

CCTGGTCATCATCACCCCTTGACAGAGATGGTTTTACTTCACCTATTTTATAGGTGAGGA 

4030 4040 4050 4060 4070 4080 

AACTAAGACTTAAAAGAGGTCATGGTTTGGCGCAAGATGTCTCTCTAGTTCACAAGTAGA 

4090 4100 4110 4120 4130 4140 

GCAAGGGTTCGAACCTAGGCCCCCTGACTCCACACCCTTTCCACCACTGCCTTCCTGCAG 

4150 4160 4170 4180 4190 4200 

TCTCATCTGAGAGACTGAGTATACTTTCTGATCACATATACAACATACCATCACCACACC 

4210 4220 4230 4240 4250 4260 

ATGTGAGTAGTTAACCTGGCAGTTGTGAACACACGAAGACAGCATCCTCTAAGCAGGAGT 

4270 4280 4290 4300 4310 4320 

GTCCAACTCTCCAGATTCCAAAGATCCTTTTTAGCATCCAAAAGTTACTCACTACCCCAC 

4330 4340 4350 4360 4370 4380 

CAGCCACATGCAGTCACCTGCACACTAGTGGTTGTACTTCTAACATCTGTTGATTGAGGA 
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4410 



4420 



4430 



4440 



SS.AC003042 AATGCCTGATGACCCAAAGCTACAATAAATCCAGGAACACTTTTAAAGAATTTTAATTTA 

4450 4460 4470 4480 4490 4500 

ss. AC 003042 CTCT TCACAATAGTCTTGGAAAAAATAAAAAT AAAAACACAGACATCAACACGACAGGGC 

4510 4520 4530 4540 4550 4560 

SS.AC003042 TTCTGTTGGTCTCCAAGTATAGTTAGGCAGACCTAGTGGTCGAAAGACCTCCATGCAAGA 

4570 4580 4590 4600 4610 4620 

SS.AC003042 ATTCCAGGGCCCCCTCCCGCATGAGGGTCTGCAGTGCAAGGGTCCAGGAACCTCTGATTG 

4630 4640 4650 4660 4670 4680 

SS.AC003042 AGACTGATCCTTTAAGTAACAGGATCAGGGGGTTATGGATTTGTCAAGGTTGGCCCAGGA 

4690 4700 4710 4720 4730 4740 

ss. AC 003042 AGACTCCCTTAGAGAGGCAAACCCTGAGAAGGGCTGGCAAGGGGAGCAACAAGGCCTGTG 

4750 4760 4770 4780 4790 4800 

SS.AC003042 TGGGACAAGGGCTAGGGGGGAGGGGGCAGGCTGGCCACAGCACTCCGGCCTCAAAGCCAC 

4810 4820 4830 4840 4850 4860 

SS.AC003042 CAAAGGCTCCAATTTATCCTTTTATCATAATCTCCAAATGGGGTCTGTTGACAGCCACAG 

4870 4880 4890 4900 4910 4920 

SS.AC003042 GGATACCCCAACAGGGTTGAAAGAAGGTGTTTCTCCCATAGGTTTAAGCTGGAGTCTCTC 

4930 4940 4950 4960 4970 4980 

ss . AC00304 2 AGCCCATGCTAGAGTGCATCATTCACTCATCAGAGCAGCAGCCAAGATGATGGGGCACCT 

4990 5000 5010 5020 5030 5040 

ss . AC00304 2 CCTGCGTGCCAAGCACTGCTCTAGATGCGGGAGCTACAGCAGGGACCAAGACAGGGGATG 

5050 5060 5070 5080 5090 5100 

ss . AC003042 AGTACACCTGCTGCCCTGGAACTTACCTTACATTCACCATCTTTTAAGCCTTGAAATGAT 

5110 5120 5130 5140 5150 5160 

ss . AC00304 2 CCTGTGAGTGGTACAACTATATGCATCGTCTATTGTTGAGTTAAAAGTGTTAACTTGTGG 

5170 5180 5190 5200 5210 5220 

ss . AC00304 2 AATGCAAATCAGATGACACTTTTGCAACCCTGCCTGGTATCTCTTCATTTTTAAATGTAT 

5230 5240 5250 5260 5270 5280 

SS.AC003042 TAGAGTCTCAGAAATAAAAGAGGTCTACAAGCCCCTGGAAGGCTCTGAGCAGGGCAGGGG 

5290 5300 5310 5320 5330 5340 

SS.AC003042 TTGGCACTTGATTAAAGTTGCCATCTATCAGTAATCACTACCATCCTGGATGCCAGAAAG 

5350 5360 5370 5380 5390 5400 

SS . AC00304 2 CCTGAGGGCAGCAGAGACACTCGTGCCAGTGCCCCCACCATCCTCTCCACCCACAGCTGA 

5410 5420 5430 5440 5450 5460 

SS.AC003042 CCCACATCCCCTTCTGCCTTCTCCCACTCTGTCAACCAAGATCACAGCTCTGGAATTAAG 

5470 5480 5490 5500 5510 5520 

SS.AC003042 AGCCCCTGCTCTGTTAATTTATCCTCTGGACTATTTGCTCTTCCCACCCACCTCCTTCCA 

5530 5540 5550 5560 5570 5580 
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ACAAAAAAAGAATTCTGAGAGAGAGAAGTCATCAGGAAAATGTGCAAATAATCCGCTTAG 
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5590 5600 5610 5620 5630 5640 

CTGTGACTGTGGTCGCAGAGTACCACAGATGAGGTCACCACAGAGTACAGTAGCCTTGAG 

5650 5660 5670 5680 5690 5700 

TCTCTCCACCCCAGCACTGCCACTTATTCTGCAAATGGTTTCATCTGTTTGTGCCTCTGC 

5710 5720 5730 .5740 5750 5760 

TGCCTCATCTGTAGAATGGTAAACACTAGTAGCTACTCTGGCAGGGCTGTTGTGAAGATT 

5770 5780 5790 5800 5810 5820 

AAAGAACATAATTGTGTGTGTTCTATCAATATTAACTATTATGATGATGATACTCTTCCC 

5830 5840 5850 5860 5870 5880 

TCTGAGACCATAACAGGACATTAAATTTGGAGGCAGGAAGGAAGCTGAGGGCAAAGCTAG 

5890 5900 5910 5920 5930 5940 

AGTCTGCGGCCATTGCCTGGAGACAGCAGAGAGCAGTGGAGTGAAGCGGTCTGCCTGCCC 

5950 5960 5970 5980 5990 6000 

CTGATTCTGGAGTGGCACCTCTCTGAGCCTAGGTCTTCCCATCTGTGGAGTGAGGAGGCT 

6010 6020 6030 6040 6050 6060 

GGACTGGGACATCTGGAAGCGTTTCTGATTCTAGGAGTTAGTGTTGGAAAGAACCAGAGA 

6070 6080 6090 6100 6110 6120 

GGAAGGGCAGCGAGGGAACTGGGGACAAGCCTAGATCAGACACAGTCTGTCACCAAAAGT 

6130 6140 6150 6160 6170 6180 

GGGCCGCTGCCTGAGAAACAGCCAGGAATCTCTGAGGCAGGTTTCCCTGCAAATCCCACA 

6190 6200 6210 6220 6230 6240 

TCCCAGATGAGAAACCTAAGCCAAGATCACCCGAGAGACACCGTGCCTCCGCCTCCACCA 

6250 6260 6270 6280 6290 6300 

CCGCCGCCACCACTACCACAGCCACCAGCAGTCATTAAAACGCCCAGTAACTGAGGAGGG 

6310 6320 6330 6340 6350 6360 

GCAGAGGGTGGAGAGAGTGGCACCCCGCCTGCTCCCCCTGCCATCCTGGAGTCGGGTATC 

6370 6380 6390 6400 6410 6420 

TGCTCCCGTCATGAGCTCCACCCTCAGCTGAATTTAATGAATCTGAGAAAAATTATGAAG 

6430 6440 6450 6460 6470 6480 

TCCCATAAAGCCACAAGTATCATAAAAAGTATAATAAAATTGAGAAAAGCTATTAAGTTA 

6490 6500 6510 6520 6530 6540 

TAAATACAACCAATGCATGCAACATCACTCAGTCGGGGAGGAAGTCGCTATAAAATAAAG 

6550 6560 6570 6580 6590 6600 

TCATTCCACAAGTGACTAAATCTCTTAATTCACAAGGTACACGCTCCCCTTTCCGCTGTC 

6610 6620 6630 6640 6650 6660 

ACCCCAGGAGTTTGTGTCACGCGAAGTTTCCGCGGCGGAGAGCGCTGCGCGGGGAGACAA 



6670 



6680 
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SS.AC003042 AGGGAAGGGACAGGGATCGCAGGGACAGGGACAGGAGCGGCTGCCGGGCTCTGGGTCCCC 

6730 6740 6750 6760 6770 6780 

ss . AC003042 GATCGCCACCAGACATGTCTCCGAGCAGCCGAGGCAAAGGGAACGGATGGGAAAGGAAAA 

6790 • 6800 6810 6820 6830 6840 

SS.AC003042 CAGAGGAGCGGCCCAGAAGGGCGGCTCGCTGCGGTGGTGGGGCGCGGACTCGGGAACTCG 

6850 6860 6870 6880 6890 6900 

ss. AC 003042 GGGCGGGCAGGGCACGGGCGCACCCCCTCCTCTCCCCTCCCTCGCTCGAGGCCGGCAGCG 

6910 6920 6930 6940 6950 6960 

SS.AC003042 CCCCCCGCCCCGCGCCATGCACACCCATTGTGGTGATGAGAGCTCGCGCCCCGTGCCCGT 

6970 6980 6990 7000 7010 7020 

ss . AC0O3042 CACGGTCACTGTGCGTCCAATAAAAACAAACACTGCCGAGGAGCCGCCGCGATGCGGGGC 

7030 7040 7050 7060 7070 7080 

ss . AC003042 GGACGCGCGGCCCGGAAAGGGGAGGGGGCCCTAGGAAGAGCTACACCCGCGAGCCGGGCC 

7090 7100 7110 7120 7130 7140 

SS.AC003042 TGGGCCAGGGGCGAGGGGAGAGCGCCAAGACTGCCCCGCCGCCGAGGGCGCCGATGGAGG 

7150 7160 7170 7180 7190 7200 

SS.AC003042 CACAGGGGTTCCCGTGGGGCGCCCCGAGAGACACCGTGCCTGGCCGGCGGGACGTGGGCT 

7210 7220 7230 7240 7250 7260 

ss. AC003042 GGCTTCTCACCCGACGGAGAGAAGCGGCACTCTCATCTTCGGGCACCGGGTCTGGGCTCC 

7270 7280 7290 7300 7310 7320 

SS.AC003042 GAGCGGGGGCTCCTGGAACACAAGGCAGTGGGGGCAGACGGGCCTGGGCCCACCCCAGGC 

7330 7340 7350 7360 7370 7380 

ss,AC003042 TGGGAAGGGGTCTGAGCGGGGCGTCCTGACTGGACCCGGCCCTGGCGGACCGAAGGCTCC 

7390 7400 7410 7420 7430 7440 

ss. AC 003042 AAAAGATCTTGCATTCTCAAAGACTTCTGCAGATCGTCACCGCCTAAGGCGCCCCAGGCC 

7450 7460 7470 7480 7490 7500 

ss . AC00304 2 CGGCTCCACTCATGGGAAGGGTAGGAAAGAAAGCTGGGAGCGCTCTGGGGCGCGGGGCAG 

7510 7520 7530 7540 7550 7560 

ss, AGO 0304 2 AGACAGCGGTGTTGGAGGCGCGCTGTGGAGGCGGCGGGTTCCAGAGGGGAAGGCAGGCCG 

7570 ■ 7580 7590 7600 7610 7620 

SS.AC003042 AGCCAAGGAGAAGAGCCAGGTGACAGGGCAGGATGTCGAAGTGGGAGGTAAAGTCCACCC 

7630 7640 7650 7660 7670 7680 

SS . AC00304 2 AGCGACCTACTGGGAGCCCAAAATAACTTTAGTGGAAAATGGGGCAGACAGAGGTTAGGG 

7690 7700 7710 7720 7730 7740 

SS . AC00304 2 AAGATACGCTTCCCTAACCTCTGCCTGCCTGGAATGAGAGCACCAGCCAGGGAAGCCCCC 

7750 7760 7770 7780 7790 7800 

SS.AC003042 CCGCCCTCCGCCCCCCGCGCATCCCTGAGGGTCAGCATTCTCACAGCCTTCACCAGTCTG 

7810 7820 7830 7840 7850 7860 
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GAAAACTGAGTACCCAGAGCTTAAGGAACTGTCTCAAACTGGGTTTATCTGGGGAGCTGT 
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7870 7880 7890 7900 7910 7920 

TAATGGGATGGATTCCTACGGAGTCCAGAGCCCAGGGGAAGGAGCCTTTGCACAAGTGAT 

7930 7940 7950 7960 7970 7980 

TTGACTGACTGAGGTGGCGAGGCCAGGGTGGCTCTTCAGGAAGATGGGAATGACGCCGGG 

7990 8000 8010 8020 8030 8040 

AAGCACCAGACCTGAGGTCAGAAGTTCAAGACCAGCCTGGTCAACCCTGGTGAAACCCTG 

8050 8060 8070 8080 8090 8100 

TCTCTACTAAAAATGCAAAATTAGCCGGGCATGGTGTCGGGCCCCTGTAATCCCAGCTAC 

8110 8120 8130 8140 8150 8160 

TCAGGAGCCTGAGGTAGAACTGCTTGAACCCAGGAGATGGAGGTTGCAGTGAGCCAAGAT 

81'70 8180 8190 8200 8210 8220 

CGTGCCACTGCAGTCCAGCCTGGGCGACAAAGCAAGACTGTCTCAAAAAAAAAAAAAGAA 



8230 



8240 



8250 8260 8270 8280 

AAGAAAAGAAAGAAAAATACAGATTTCTTATGTTCCTGCTAAGACTTGCACAGAATTTTC 

8290 8300 8310 8320 8330 8340 

AGAGCAGCATTATTCATGATAGCCAAAAAGTGGGAGCAACCCCAAAGTCCACAACTTTGG 

8350 8360 8370 8380 8390 8400 

GGTGAATAGATAAGCAAAATGTGGCACATCCATACAGTGGAATACTATTCAGCAGCAAAA 

8410 8420 8430 8440 8450 8460 

AGGACTGAACTGATGATGTATTGTTACAACATGGATGAACCTTGAAATTTTGCTAAGTGA 

8470 8480 8490 8500 8510 8520 

AAGGAGCCAGTCACCAAAGACTGCATGTTATATGATTTCTCATTTATATGAAATGCCCAG 
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8530 8540 8550 8560 8570 8580 

AATCTGTAGAAAAAGAAAGTAGATTTGTGATTGCCTACGACTGAGGGGGCTAGGGGAGTT 

8590 8600 8610 8620 8630 8640 

TGGAAAGAACAGCTAAGAGGTACAGGGTTTCTTTTGACAGTGTTCTAAAATTGGTTGTGA 

8650 8660 8670 8680 8690 8700 

TGATGGCCACACAACTCTGTGAATATAAAAGCCGTTGAATTGTGCATGTTACATGGGTGA 

8710 8720 8730 8740 8750 8760 

ATCGTATGGTATATGAATTACATCTCAATAAAGCTGTTAACAAAACTTTATTCTAAGTGA 

8770 8780 8790 8800 8810 . 8820 

AAGAAGCCAGACCCAAAAGATCATCCAGAAAAGGCAAATCTATAGAGACAGAAAGTAGAT 

8830 8840 8850 8860 8870 8880 

TGGTGGTTGCCTAGGGCTAGGGGACGGGGAGGGGACTGACTGTAAACTGACCCCTGGGAT 

8890 8900 8910 8920 8930 8940 

CTTATTGGGATGACAGAAATGTTCTAGAACCGGGTTGTGGCAACAGTTGCACAATTCAAT 
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ACCTTTACTAAAAACCATTGACTAGTATGCTTAAAATGGGTGAATTTTATGATATGTAAA 

9010 9020 9030 9040 9050 9060 

TTATACCTCTATAAAGTTGTTTTTAAAAAACACAATGGGTGGATTCCACCCCCAGAGTTT 

9070 9080 9090 9100 9110 9120 

CTGATTCAGTAGGTCTGGGGTGGCTAGAGAATTTGCATGTTTAACATGTCCCTGATGCTG 

9130 9140 9150 9160 9170 9180 

CTGGCCAGGGAACCACACTTGGAGAACCACTGGCCTATGGAGGTGAAAGGCCAAAGCCAA 

9190 9200 9210 9220 9230 9240 

GAAGAGGGAAGTGGCCTGTTTAAAAAAAATAAACCACTTTGGGCACCAGCTCTCCACACC 

9250 9260 9270 9280 9290 9300 

CACCCAGCACCCAATCCTCCAGCTAACCCGGGCAGGTAATAGGGTGAGGGGCTGCACTGG 

9310 9320 9330 9340 9350 9360 

GCAGCAGGGAGCCGGCTGCTCTCCGTGCCTGGCAGACATTCCTCTGCATCAGACAGCAGC 

9370 9380 9390 9400 9410 9420 

AGAGTTAATTTAAAGGCAGACTTTCCAACATCAACCGAAATTGGCAGCATAAATAGGAAC 

9430 9440 9450 9460 9470 9480 

TGCTGTTTATTTGCCACTTACCTCTGTCTTGTTCCGCTTAAATACTGAGGGGAAACCAGA 

9490 9500 9510 9520 9530 9540 

GCCATTAGGGTCAGAAGAAAATTACAAACACATAGGGTCTCTGTGGGCGGGTGAAAATGA 

9550 9560 9570 9580 9590 9600 

TATTAGAGATGGGGGCGGCGGTGGGAGAAGCAAAAAAAAATAGAGGAAGAAAGAAGGGAG 

9610 9620 9630 9640 9650 9660 

GATGGGGGAAAGAAAAAATGCCTTGTACCAAGAGTGCATGAAATAAAATAAAATTAAGTA 

9670 9680 9690 9700 9710 9720 

AAGATCTGTTTGGCGGGTGGGGAATCTTCATCCCAAGAAATATGGGTGGAGTTTGGGAGG 

9730 9740 9750 9760 9770 9780 

AGGGATTTCTGGAGTTATTTTTAAAGCTAGATCAGGGAGAGTGTGAATTCTGATTTCTGT 

9790 9800 9810 9820 9830 9840 

TTTCTGGCCTGATTAGCATGGTTGGGACTGATTCTCTTTCTCTCGGCCATCAGGAAACGA 

9850 9860 9870 9880 9890 9900 

GTCCAGGGAAGGGACAAAAACCAAAGCTAGCATCACTTCCACCATGAGGTATCTCCCCCA 

9910 9920 9930 9940 9950 9960 

CCTCTGTGGTCTTAAAGCATCCCTCTTCCTGGGGCTTCACATCCAGGGCAGCCACCTCTT 

9970 9980 9990 10000 10010 10020 

CTCTACCTACCCCCGCCCCCTGGAAGAATTAATTGGAGGCAAGAGGAGCACCACATTTAT 

10030 10040 10050 10060 10070 10080 

TACCTCCCCTCCTGCTCCACACTAAATCTTGTGGCAATGCTTCTAAAAGTCAATAAAATG 
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AGAAGGAAGATGCGATAAAATTAAGGTGGAAAGTGCGATGGGGAGAGGAAATGGGAATCT 

10150 10160 10170 10180 10190 10200 

TCTTTTTAATTTAGCTTTAATTTTAATTTTTTGTCACCTCTCCAAGCAGCCTTCGTGCTG 

10210 10220 10230 10240 10250 10260 

CTGCAATGGAGAGGGAGCTGGGGGGAGGGGCTGGTTCTTTTTAAGGACTGGGTGAAGCCA 

10270 10280 10290 10300 10310 10320 

CACACTGGCCTGGGTCTTGGTGGCAGGGGTCACGTCTTGGGGGAGCCACAGCTGGGAGCC 

10330 10340 10350 10360 10370 10380 

GGCATGGAGTGGAGGGGCTGCCTGTCAAAATTCTACTGCACTCCCTTCTTTGGAGCTCCC 

10390 10400 10410 10420 10430 10440 

AGAGAAAGCAGCTGATTATGCACTCCCTGAAAGCAGGGACTGTGTCTCGGCCTTCACTTT 

10450 10460 10470 10480 10490 10500 

ACCCACAGTGCCTGGCACACAACAGCAGGAGTAGCAGTAATGATGATGATGGTGGTGATG 

10510 10520 10530 10540 10550 10560 

ATGAGAGCAAATAGATACCAAGCACTTACTATGTTTCCAGCATTGTTCAAAGCACCCTAC 

10570 10580 10590 10600 10610 10620 

ACTTACTATTTCTTTCTTTCTTTCTTTCTTTTTTTTTTTTTGAGACAGAGTCTTGCTCTG 

10630 10640 10650 10660 10670 10680 

TCGCCCAGGCTAGAGTGCAGCAGCACGAACTCGGCTCACTGTAACCTCTGCCTCCCAGGT 

10690 10700 10710 10720 10730 10740 

TCAAGCGATTCTCCTGCCTCAGCCTCCCGATTAGCTGGGATTATAGGTGCTCACCACCAC 

10750 10760 10770 10780 10790 10800 

AGCCCACCAATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATCTTAGCCAGGCTGGT 

10810 10820 10830 10840 10850 10860 

CGCAAACTCCTGACCTGGTGATCCACCCGCCTCGGTCTCCCAAAGTGCTGGGATTATAGG 

10870 10880 10890 10900 10910 10920 

CGTGAGCCACCATGTCCAGCCTACTATTTCATTTTACTTGTTACATTAACAATATTCATT 

10930 10940 10950 10960 10970 10980 

AACTTGTTGCATTACAATAGACCCATTTTACAGACGAGGACATTGAAGACAGGAAACTGA 

10990 11000 11010 11020 11030 11040 

AGCACTTTGCCCATGGTCACAGAGCCAGTAGGTCAAATAGGCAGTGGATACTTCTCATGT 

11050 11060 11070 11080 11090 11100 

ATCGAGT^TAGACAGTGGATACTTCTCATGTATCGAGAAATAGACAGTGGATACTTCTC 

11110 11120 11130 11140 11150 11160 

ATGTATCGAGTGGATTAATAAACGAATGGATAAAAATTGCATAAGAGGGGTGGGGTGGAA 

11170 11180 11190 11200 11210 11220 

GAAAAAAATGGCATAAGAATGCCGACAAAGTGACAGCTATGTAGGTACCAGTGATTCTAC 



11230 



11240 



11250 



11260 



11270 



11280 
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GGTGCCCCATCTGCCATCAGTCCATGAATGCAGAGGGGTGCTTAGCAATGCTGAGATAGG 



SS.AC003042 



SS.AC003042 
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11290 11300 11310 11320 11330 11340 

GGAAGGTGGGCTTAGTAGGAGGCAGTCAGAGTCTTCCTGGTATTGGTGGGCAAGCCCTTG 

11350 11360 11370 11380 11390 11400 

AAGTTAGACCATCCTTTCCTGTCATGTGATTTCTTTCCCATTTTTAGGAAAGATGAAATC 

11410 11420 1143P 11440 11450 11460 

ACACACACTCCCCCATCTCCACCCCCAAAACCAGAAGATGTTCTCTCCAGAGTGGCTCAA 

11470 11480 11490 11500 11510 11520 

CCATGACATAGAGGGTCTGTGGCTCCAGCTGTGACCCCTTCCCCAAGAACAGGGCCCTGA 

11530 11540 11550 11560 11570 11580 

GGCAGCAGCAGCACTGACCCTCCTTCACCCCAGCACTAGCCAGGTGTCCTGAACGTCTGT 

11590 11600 11610 11620 11630 11640 

AGCCAGACCCAGCTTGGCCTATCAGAGAAGTGCAGATCTGGGAGCTCTCAGGATACTTAG 

11650 11660 11670 11680 11690 11700 

AGATTGCCGAGTGCAGCCCTGCAGTTTACATGCAAGTCTCGGGCAAGAGGACAGGGCTTC 

11710 11720 11730 11740 11750 11760 

CCTTGGGTCTCACAGGTGGCCAGTGGGAAGGCTAGGTCTGTTGGCCTCTCTTCTGTAACC 

11770 11780 11790 11800 11810 11820 

CTGAGGTCTGTCCCATTTCTTTCTACCTGATGGGAGCTCCATCTTCAGTATTTTTTGACT 

11830 11840- 11850 11860 11870 11880 

TCATACGTGGGCTCGTATCTCAGTCCTTGATGACAGTCCACCAGGAGGTGAGCAAGAGAT 

11890 11900 11910 11920 11930 11940 

AGTTGCTGCTTCCTCTGCATACAGATGGGGAAACTGAGGCTCAGAAGGCTTCAAAGATGT 

11950 11960 11970 11980 11990 12000 

TTCTAGGACCATGTACTAACACCGGTATCAGGCTCTAACCATGCCCAGTGAAGGATTCTG 

12010 12020 12030 12040 12050 12060 

GCTGCTGTCCACCCTCAGCTGAGTATGAGGAAAAACTGTTTTCAGTAGACATTTTCCTCC 

12070 12080 12090 12100 12110 12120 

ATCAAGCTCAGGTTCTGAAGCAGTCCTGCCCCCTTCTCTGCCCCACTTCCTGACCACAAG 

12130 12140 12150 12160 12170 12180 

GACCCACCAGGTAACCCGCCCCACCCCAGCATCACCTTCCCGAAGACCTTGCAGCGTTCC 

12190 12200 12210 12220 12230 12240 

TAACTGGGGGAGGCAAGAAAGGATGGACTTCTTTCCTAACAGAGTCCCCATTGCCCCAAA 

12250 12260 12270 12280 12290 12300 

TAATGTTCCCCTCATTAAAAAGCCATATTCTCAAAGACCATTTAGTGCCATGGAGAAGAG 

12310 12320 12330 12340 12350 12360 

CACATGAAGTATCTGTAAGTTAGAAAAAAAAATGCAAGTTACCAAATGCCATGCAGAATA 



12370 



12380 



12390 



12400 
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CTATCCTAATTATGTTTTGTTTCAAATACAGTTCATAGGCCGGACACAGCAGCTCACGCC 

12430 12440 12450 12460 12470 12480 

TGTAATCCCAGCACCTGGGGAGGCCGGGACGGGAGGAGTTCTTGAGCCTAGGAGTTTGAG 

12490 12500 12510 12520 12530 12540 

ACCAGCCTGGGCAACATAGGAAGAACCATCTCTACAAAAAAATCAAAGAATCAGCCGGGT 

12550 12560 12570 12580 12590 12600 

GTGGTGGTGTGTGTCTGTGGTCCCAGATACTCAGGAGGCTGAGGTGGGAGGATTGATTGA 

12610 12620 12630 12640 12650 12660 

GCCTGGGAGGTTGGGGCTGCAAGGAGCCGTGATCTTGCCACTGCACTCCAGCCTGGGTAA 

12670 12680 12690 12700 12710 12720 

CAGAATGAGACCCTGTGTAAAATAAATAAATAAATACTGTTTATGCCTATATTTATGTAT 

12730 12740 12750 12760 12770 12780 

GCATGGAAGAAAAGTCTGGAGCATATACACCTCCAATGTATATTTGTTTACAATATACAT 



12790 



12800 



12810 12820 12830 12840 

TGTTTACAGTGTTTACAAAATGTTTACAGTGTTTACAAAATGTTTACAGTGGTTTCTGTT 

12850 12860 12870 12880 12890 12900 

TTCTTCCTTATATATTTGTATATTTTCCAGAGTTTCTGCTGTGAATGTGTCCTTTCACAA 

12910 12920 12930 12940 12950 12960 

CGGTATAAAAGGAAATTATTATTATTATCTTTTTTTCAGAGATGGGGTCTGGCTCTGTCG 

12970 12980 12990 13000 13010 13020 

CCTAGGCTGGAGTGCAGTGGCGTTATCATAGCTCACTGCAACCTCTACCTCCTGAGCTCG 

13030 13040 13050 13060 13070 13080 

AGCAATCCTCCCACCTCAGCTGCCCAAAGCACCGGAATTACAGGTGTGAGCCACTGCACC 

13090 13100 13110 13120 13130 13140 

CAGCCAGGAAATTATAAATGAATTTTTAAATTCGGCCTTATTAGGTTTTATATTAAAAAA 

13150 13160 13170 13180 13190 13200 

ATACAGACCCCCTTCTAGCTTGCTGGTTCTGCTGCCTTGTAAGCAGCAGCCAGGAACGAT 

13210 13220 13230 13240 13250 13260 

TCATATAGGAGCAAGTGTGTGTAAGTGTGTGTTGGGGGTCCCAGCTCCCCCACCCTCTCC 

13270 13280 13290 13300 13310 13320 

CAGTGACTGCTGTTCATCATAACCAGGACAATTAACCATCCCCTTATTATTCACACGTCA 

13330 13340 13350 13360 13370 13380 

TGATTACTAATCACCCTTATTAATATCCATGCTTTGCGAAACCAGGAGGCAGCTTGGCTC 

13390 13400 13410 13420 13430 13440 

AGATGCTTGGAACTCCACAGGAATCCAATCCTGACCCCAGGCGAGTCCCTTCCTGCTCTG 

13450 13460 13470 13480 13490 13500 

TGCCTTCACCTCCCCCTGGATCAGGAGGATCTGCTGCTTCCTCATCCCTTCAGTGACCAG 



13510 



13520 



13530 



13540 



13550 



13560 



GGCCCTCTGCTTCCCTCCTCTGCCAGCTCTTAGAGCCCCACATCCCCGGAAGGCCATCTG 

13570 13580 13590 13600 13610 13620 

AATTCCTAACTCCACTCGCCACCTGCGCCACCAACCTCCCTTTACACTGGAACTGAAACA 

13630 13640 13650 13660 13670 13680 

AGGGTCTCCTCCTGTCTTTGATCCTTTTTCCCAAATTACTCACTTTGTTCATAAAATGTA 

13690 13700 13710 13720 13730 13740 

CGCTTTCCACCAAATAGAGATGCTATGGCTAAAGACTGAACTTTATGGTTATAACATTTA 

13750 13760 13770 13780 13790 13800 

GTCTATTCTCTAAGCCTTGTTACTTGTTTTGAGAAATCCATTAGCAGTTTCTGTGTTAAG 

13810 13820 13830 13840 13850 13860 

CCAGTTAATGATAACATTGGCCATTTGACTAATATTAAATTCCCTGGCTAATGTTTGGTG 

13870 13880 13890 13900 13910 13920 

CAGATTTATACTACGGGTCCTTTCACCCCCCAGATTTTGTGGTGGTGGTGGCTCTGAGTA 

13930 13940 13950 13960 13970 13980 

ACATTGAAATAAACCATGTTATGTATCAATGAAGTGGGTCCAGACTTTGCCACATGTGCA 

13990 14000 14010 14020 14030 14040 

CATGGAGAATTTACAGTGCATCAATGTGCCAGCCCCTAAAGGGGGCATTGTAGCTTCTTC 

14050 14060 14070 14080 14090 14100 

TGGCTGGAGGTGAATCCAAGGCAGCCCCAAGAGGTGGCTGCCACCCATCCCTGCTTTGAT 

14110 14120 14130 14140 14150 14160 

CATGTTCTGGGTCAGTACGCTAGGTACTGACCACCACCCCAGACCCTGTTGAGACAAAGA 

14170 14180 14190 14200 14210 14220 

GTCCTGGTTTCCATTCCTGAACGTACTCGTGGAACATACAGGGGATGAAGATAACAACAG 

14230 14240 14250 14260 14270 14280 

TAATTTGAACAAAATACAGCAGTTGCATTTATTATAGCAAGAAATTAGACACCTCACACA 

14290 14300 14310 14320 14330 14340 

TATCCAACGATGAGGGAGTGACCAAACAAAATGATCCATCAACATGATGGAATGCCATGT 

14350 14360 14370 14380 14390 14400 

GGCCATTAAAACGACAAGACAGGAGGCCCTGCCACCCCGAAAATGACCGTGTGAGTCGAT 

14410 14420 14430 14440 14450 14460 

GTTAGGTAAAAGCAGGAAACCCAGTGGAAGGGCAGTGACACTGGAGACATATATCCCAGG 

14470 14480 14490 14500 14510 14520 

GGAAACAGCTCTGCACCAGCACAGGGGGAACCAGGTTCAAACCTAGGCTCAGCTGTTAAC 

14530 14540 14550 14560 14570 14580 

ATGCCTTAGTTGCCCCATTTGTAAAAGAAAATCAACACCCCTGGGCCCAGTGTTGTGGGA 

14590 14600 14610 14620 14630 14640 

GGGCTACAGCAGGTCGCAGATGTGTy^GCCAGTTCATAGCACTCAGGATCTTTCAGACAC 

14650 14660 14670 14680 14690 14700 



SS.AC003042 



CTGGTAACAAAAATGCCCGGAAAATCCAGAAAGAACTGATCAGAATGGAAACATGTACAA 
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14710 14720 14730 14740 14750 14760 

GTTCTTTCGCTCCTTTTTGGAGTAAGTCCATGTAATAAAAAAGACAGGAAATGGTTTGGG 

14770 14780 14790 14800 14810 14820 

AATAGGGGCTCTAGAGCTTTGAAGATTCTCCATGGAGGATGTAGTTGGTGGCCCATGGAG 

14830 14840 14850 14860 14870 14880 

GCTGGCTGGGCTCTAGAAGAATGGGGGAGAGAGAAAATGTGGGCTCCCCACCCACCCTAG 

14890 14900 14910 14920 14930 14940 

GGCCCCAAAGAGGACCAAAGCCACATCTAAGTAACTGGGGGCTGAGAAATCCCAAGCTCA 

14950 14960 14970 14980 14990 15000 

GTCTACAGTGAGAAGGGACAAACATCACCCCCAGCGCGCAGCTCCCAGGAAGCACAGTGG 

15010 15020 15030 15040 15050 15060 

AGCCCGGAGAGTCACCTGGAATTCATCTCCTTCAGAGACCATGAGAGAGACAGAGGAGGA 

15070 15080 15090 15100 15110 15120 

GAGAATCAGAGGCAGAGAGATAGAAGGAGGCACAGCGGAATCAGCCAGGGAAACAGGCCT 

15130 15140 15150 15160 15170 15180 

AAATTATCTCCTCCTTCGGCCCATGTTCTTCATTCCTGCTGCTATCGGGGACTGCTCTGC 

15190 15200 15210 15220 15230 15240 

CAGCCTGCTCCAGGAGCAAGAAAAATAAAATAAGCAGCTCTGACAGCTGGCTGCCTACGC 

15250 15260 15270 15280 15290 15300 

CTCCTCCCTCTCCTCCCCTCCTCCTTCTCCCCTTCCTCCTCCTCCTCCTTTTCCTGCTCT 

15310 15320 15330 15340 15350 15360 

TTCCTCCTCTTCCTCCTCCCCTTCTCTTCTTCCTCTTCCTCCTCCTCTTCTCCTCTTTGT 

15370 15380 15390 15400 15410 15420 

CGTCTTCTTCCTCTTCCTCTTCGTCCCCTCCTCCCTCTCCTCTCTCCCTCCTTCCTCCAT 

15430' 15440 15450 154 60 15470 15480 

CCCCCTGCCCAAACACCATCTCCTGGTATCTGTTCTTCGAAGGAAGAGGGTGTGAGCCGG 

15490 15500 15510 15520 15530 15540 

ATGTAATGCAAATACTCTACAGGAATGTTTCTGGCAGGGAGCAGAATCCTCTTCCCTCAC 

15550 15560 15570 15580 15590 15600 

GGACCCAAGGATGAAACAGGGCCCCAGACGCCAAGCTGAGGCTGCTCCTCCCTTTCTCTG 

15610 15620 15630 15640 15650 15660 

AAGACAGTCTGGGGACCTCAGATAGGGGGCTCCCCCTCCAGTCTTCCTCCAACACCACCT 

15670 15680 15690 15700 15710 15720 

TCTTCCTTTGAGGAGTGGGAGTGGGGTTAAGGAGGCAAAGTGACGACCTGAGGGAGAAGG 

15730 15740 15750 15760 15770 15780 

GGAGACGGGAGGGGCTCTTCTCTGGGGACATTCCCCTCAGGGTTTCTGAAGCCTGTGATC 



15790 



15800 



15810 



15820 



15830 
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CCCGCGGTGAAGGAGAAAGGAGGCAAGCCACCCACAGGGAGCAAAGCAAATCGGGGATTC 
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15850 15860 15870 15880 15890 15900 

AAGGGAACAGTTTTGTAATTATCCAAATAATTCAGCCTCCTACTCTTTTCCCAATATATC 

15910 15920 15930 15940 15950 15960 

CCGCTTTTGTTTTAATAATCCAGGAATTGGGAACAACGCCCTTTCCGTTTTACCGCACTT 

15970 15980 15990 16000 16010 16020 

ACCCTTTGCTCTAGGAAAGCAGCCTATTCACAGCCATTTTACGGCTGTGTGCCCAGCTTT 

16030 16040 16050 16060 16070 16080 

CTCACTGAAGGCCTTTGCCCATGCCATTCCTCCCACCGCATCCCCTTCCCTTCTCCACCT 

16090 16100 16110 16120 16130 16140 

GTAAGTCTGAGCCCACTGAGAAACTCGGGTTAATGCTGCTCCTTCTTCACAAAGCCTTCT 

16150 16160 16170 16180 16190 16200 

TGGAATCTCCCAGCCAGAAAAGCTCTTTTCGTCTCTGCTGTCCTGGAAAGGACATTTACT 

16210 16220 16230 16240 16250 16260 

CTGGGATTTTCAGCTCACACCATATCTCCAACTGGATGGCATCCTCTCCATGATCCTTTC 

16270 16280 16290 16300 16310 16320 

ACCCAATCAATCAATCAATGAGCTGAGAAAGAATTGGGGTGGGGAGATGGCAGTGGGGGG 

16330 16340 16350 16360 16370 16380 

GAGCACAAAATTGCCCAAATCCTCGTTAACTGAGACTTGGACAGGCTTGGACTCACAGTT 

16390 16400 16410 16420 16430 16440 

GGAGGCACCTGACACAGATTATCCCATGAAGGTTGCATGCCCACCCCACAGGCTAGGTCC 

16450 16460 16470 16480 16490 16500 

TCTTACCATCCCATCTTGCCCCAGACACCCCCAGCTAGTGAGGATTTGAACCCAGCCTGG 

16510 16520 16530 16540 16550 16560 

CCAAGTCCAACACCCACTCTCTTTCCACTCCACCACACTGCTTCCTACTGCCCCTTTCCT 

16570 16580 16590 16600 16610 16620 

GGGGAAGAGAGGTTAGAAATGGGTATATGGCCGGGAGCTGGCTCTCCTGGCTCTTTGCTT 

16630 16640 16650 16660 16670 16680 

CTTCATCCTCAGGCCCAAGCTGCACCCTGCCTGGCTCCACCCCTCAGTCAGCTGGTTGGG 

16690 16700 16710 16720 16730 16740 

GAGATGGGGCTGGGGAGCCCTGGGCACTAACAAGTATTCATGCAGGTAAGCAGGTACCAG 

16750 16760 16770 16780 16790 16800 

GAGCCAGGAGGGGCACATCAAAAACCTCTAGAACAGGCCAGGTGTGGAGCTGTAATCCCA 

16810 16820 16830 16840 16850 16860 

GCACTTTGAGAGGCCAAGGCGGGCGGATCACCTGAGGTCAAGAGTTCGAGACCAGCCTGG 

16870 16880 16890 16900 16910 16920 

CCAACATAGCAAAACTCCGTCTCTACTAAAAACACAAAAATTACCCAGGTGTGGTTATTT 
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TTCCCTGGGTTGTTCTGTAGCTTGGCAGCAGGAATTAAGACTAACAGGAAAGGGGTCAGT 
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16990 17000 17010 17020 17030 17040 

TGTGGAGAGGTGCATGGAGAAGAGGATGTTGGAAGAGGGGAGCAAGGACCCCCAACCTCT 

17050 17060 17070 17080 17090 17100 

GCAGACAACCTTGCCCAGCCCAGAGTTGAGGTAGGGGGAAGGGTTGATCCCATCTCCATC 

17110 17120 17130 17140 17150 17160 

TCTGAGAAAGATTTATTTCTTCACTTCCCTAAGGTCTTTGGAGAAATGCTGCAACTCTCA 

17170 17180 17190 17200 17210 17220 

GCCTGGCCCTCATCTCCACACCTCTGCCAGCACCTCAGTTCCAGCCCCAGGGCTCCAGGG 

17230 17240 17250 17260 17270 17280 

ACAGACTCCTAACATGAACTGCCAGGATACCATATATCCATCCATCTGACAGCTTACCTG 

17290 17300 17310 17320 17330 17340 

AGCTCAGACGGCCTGCAAACTGGCAGGACAGGAGGGATGCCCCGCGTTTGGTGTGCTGAG 

17350 17360 17370 17380 17390 17400 

TGCCTTTGTGTGTGTGATCTCATTCAAGGTTCCCAACTCTGAAAGCAGACATGATTAGCC 

17410 17420 17430 17440 17450 17460 

CCTTTCACAAAAGGAAGCAGAGGTCTTAGTGACTTGCCCAAGGTCACATGCCTAAACAGG 

17470 17480 17490 17500 17510 17520 

GACACAAACCCGCAGGAAAGATGGAGCACAAATGCTGGGGTCTCTGATAGTGGTGCACAC 

17530 17540 17550 17560 17570 17580 

ATGCACACATGTGCACAAATACATGCACACATGTGTACCCCAAATCATTTAAATGGACCA 

17590 17600 17610 17620 17630 17640 

TTCCCCTCTGTGTGTGATGTAGTTTACAGATCCCCTGTGCTCCCATGCATTATCTCAGTT 

17650 17660 17670 17680 17690 17700 

GGTTTAACAACAGGGTCCCGTGGTAACAGGCAGGGCAGATGTCATGAACCCATTTCTCAG 

17710 17720 17730 17740 17750 17760 

ATAAGGAACCCAAGGTTCAAAGAGGGTGAGCAATCTGCTCAAGGTCACAGTCTCCAGAGC 

17770 17780 17790 17800 17810 17820 

TTTGATCACAATAATACTGACAAACTCCACCTCCGTTCACGTTTGTTAAATGCAGGAGCT 

17830 17840 17850 17860 17870 17880 

GGGTGCTAAGCACCTTCCATGCATCTAACATTCATGGTCATCCCGTGGGGGAGACATTGT 

17890 17900 17910 17920 17930 17940 

TATTATTCCCATCTTACAGATGATGAAACTGGGACTTAGAGGTGTTAGATGATATGGGGC 

17950 17960 17970 17980 17990 18000 

AGCCACATAGAGTTAAGCCCCAGCCAGCCTGATTTTTACTCCAGGAAACTCGCCCAGGAC 

18010 18020 18030 18040 18050 18060 

GGGAAGCTTATTCACCTGGGCCCCCGAGTCCCAGCACCTAGACCAGTGCCTAGCCCACAT 



18070 



18080 



18090 



18100 



18110 



18120 



SS.AC003042 GAGGTTCTCACTGAGCGTTTGTGGAACATTTGTTAACCAAATAAATCTGCCCCCAATGCC 

18130 18140 18150 18160 18170 18180 

SS.AC003042 CTTACCCTCAACTTCCTCCTCCCAGACCTTTCCCTGCCCATCTCCTAACTCCTCGAATGT 

18190 18200 18210 18220 18230 18240 

SS.AC003042 CTCTAGCGAACCATTCGAGACCTCTCCCCCAGGAGTCGAGGGTTACAGACCCCCTCAGTC 

18250 18260 18270 18280 18290 18300 

SS.AC003042 CCTGCAATGGGACCGGGAAGTCAATTCACCACCTCACTCTCCTATCCCTATTAGCATTCA 

18310 18320 18330 18340 18350 18360 

ss. AC003042 GGGATTTGTAGTTTGTCCTTAAGGTTCTCCCTTGCCTCAGTTTCCGCCCCTGGCACCAGA 

18370 18380 18390 18400 18410 18420 

ss . AC003042 TGTGAGGGAAGTAGGCAAGCAGACTGCTGGAGAAGAGGTCCCCTGAAAAGCCCACCCCTC 

18430 18440 18450 18460 18470 18480 

ss,AC00304 2 TGCTTTCTTGTCCCACAAGCAAGTGCTGGGGATTTCCTTTCTTTCTCTCTAGATCCCGCA 

18490 18500 18510 18520 18530 18540 

ss . AC003042 GAGCCCCAGACAACGGACGAGACAAAGAGCGGGCAAGCGGAGCAGTCAGGCCCAGCTCCA 

18550 18560 18570 18580 18590 18600 

SS.AC003042 AGGCATGCATTTCCAAACAGGGAAAATGTGGACATCTGAGGACGGGGTCTCTCAAGGATA 

18610 18620 18630 18640 18650 18660 

SS.AC003042 CTCCCCCAAGTACAAGGTTTGGAGGCCCCTTTTGGAACACTGCCAATTCCAGCTGCCTCC 

18670 18680 18690 18700 18710 18720 

SS . AC003042 ACCCCCAGGCACCAATCACTCAACAGCACCGAGTGTTTACTGGGCCTGCAGGCAGGGAAA 

18730 18740 18750 18760 18770 18780 

SS.AC003042 TAATGCAAGATGCCACTTCTGCAAACTGGCAGGACAGGAGGGATGCCCTGCATTTGGTGT 

18790 18800 18810 18820 18830 18840 

ss . AC00304 2 GCTGAGTGCCTTTGTGTGCATGATCTCATTCAAGGTTCCCAACTCTGAAAGCAGAAACGA 

18850 18860 18870 18880 18890 18900 

SS.AC003042 TTAGGAAGCAGAGGTCTTAGTGGCTTGCCCAAGGTCACATGCCTAAACAGGGACACAAAC 

18910 18920 18930 18940 18950 18960 

SS.AC003042 CTGAGGCCTTTAGGTCCTGTGCCTGGGTCTTGCTCTCCAAGCAAAGCTGATCCTTCAGTC 

18970 18980 18990 19000 19010 19020 

SS.AC003042 ACATCTGCCAAGGCTTCCTTTCCTACCAGCTGCAGGCATTGTAAACAAGCCCCCATGCCT 

19030 19040 19050 19060 " 19070 19080 

SS.AC003042 CTTACCCAGCCCCCTTGTCCAAGGGCAAGGCAGATGGCCAAACCACTCCTGGGAGACCCC 

19090 19100 19110 19120 19130 19140 

SS.AC003042 AGGTCTACAGCCCTAGGCTTTAGTGGTCAATGAGAGGACAACCTTCCCCAGGCCCTTAAC 

19150 19160 19170 19180 19190 19200 

SS. AC 003042 TGGCTGAGGGGTGCCGGGCTGCCCCACCAGGGCCTGCTGATGTGCCCCCCCCCACCCCAT 

19210 19220 19230 19240 19250 19260 
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CCCTCCCCTCCAGCTGCCCTCTGGTCCCTCTGCTCCTCCCACTGCCCCGCTTTCAGCCCC 
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19270 19280 19290 19300 19310 19320 

GACCCAAGAATGACCAGGAGTCACGGGTGGAGGAGCAGAGTTCCTGGTCCCCAGCCTGGC 

19330 19340 19350 19360 19370 19380 

TTCTGACATCTCCGGCGCCCCTTGGCCTACCCTAGGTCGGGGTGTCAGGTCCAGTGAGAC 

19390 19400 19410 19420 19430 19440 

CAGCCTCCCCTCAAAGCCATCCAGCCCTGCCCTCTGGCCACTAGGCAGCCACATGCTCAG 

19450 19460 19470 19480 19490 19500 

AGGATTGTCCAATGTCAGAGCGCCATCTAGTGTGAATGATGGGCACTGCACCCCTGCCTG 

19510 19520 19530 19540 19550 19560 

CCGCCGCAGCTCACCCACTTGGCAGGACCTCTCATGGGGGTGGCCGGGTGCAGAAGGGGA 

19570 19580 19590 19600 19610 19620 

GACGCCCTCAGACTCACAGAGGGCGCCAAATCTAGACTTCTGACATAGTGTCCAGATGAC 

19630 19640 19650 19660 19670 19680 

ACTTTTCCTCCAGTCATGGGAGAGACCCTAGAATCCAGCGAGGGCAGTCCCCTTGCAGTG 

19690 19700 19710 19720 19730 19740 

TGAGAATGTAGGATGACACTGCCTGGAGGGCCCTGTCACTATTTGAAAGGCTTAAAATGA 

19750 19760 19770 19780 19790 19800 

CCTTTCGAAGAGCCTAATCTCTTTGCACTATTTTGTGTGCACTGGTGAAAAGTAAACTTT 

19810 19820 19830 19840 19850 19860 

CTAAATCGGCCATAATTTGGGTGACCTCTTTTTGGCAAATCTTAAACAAGAGCCTCAAAG 

19870 19880 19890 19900 19910 19920 

AACAGGGGCTAAGGCATTGTCAGACCCAGAAGAGGCCCCACCGTGTGCATGAAGCCTGCA 

19930 19940 19950 19960 19970 19980 

CTCCATGCCTTGCTCAATCTGTTTCATGGGTCTCTCTCTCTCTCTTTCTCTCTCTCACTC 

19990 20000 20010 20020 20030 20040 

ACTCTCCTCTCTCTCTCTCTCCATCCTTGATCAGCCTGATGGAGTCCAAAGACCACTAAG 

20050 20060 20070 20080- 20090 20100 

TCCAGGCAGGGAGGTCAGGCTGATCTGGGTTTGAATCCTGGCTCTACATGAGCTGTGTAA 

20110 20120 20130 20140 20150 20160 

CCTTGAGAAATTCACTTGAAATTTCTAAGCCTTACTTTCCCCATCTGTAAAATGGGGTTG 

20170 20180 20190 20200 20210 20220 

TGATGAGCATTGTGTGAAATAACAAGTTTGAAGCACTCAGCAAAGTGTCAGCTGCTTATC 

20230 20240 20250 20260 20270 20280 

AGAGGCTCAGTAACTGCCAGTCTCATCCTCCTCATCTCTCTCAGGGCCTCCATCGCTGAG 

20290 20300 20310 20320 20330 20340 

TCAGTGTCTCTCTGGGGGTCCGCTTCTGCAGCACCTGGCACAGGGTCTCCATCATTCTCT 



20350 



20360 



20370 



20380 



20390 



20400 
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TGGTCTCGGAGCACTGGCCACACTGCACCTTGCATCTCACACTGCATCCTGCATGTCCAT 
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20410 20420 20430 20440 20450 20460 

TTTCCATGGTTATATCCATCTACTCCCACCCACCTGATCCATGACTCGGAGCTTCCTAGG 

20470 20480 20490 20500 20510 20520 

GTCTCTGTTTCTCTCTTCTTCCCCTCCGGAAGCCCAGCCCAGTTTTGAGCCCATGGCAAG 

20530 20540 20550 20560 20570 20580 

TGTGTATCTGCCTGCAGCTGAACTGAATGTTCCCAGGCACAGTTAGAGAAGCCTGTTCTG 

20590 20600 20610 20620 20630 20640 

CAATCCAGGAGCTGAACCAACACATGTTTCTAGCCCTGCCAAAACATACATTTTGGCCAG 



20650 20660 20670 20680 20690 20700 

ss . AC003042 GTGCAGTGGCTCGTGCCTATAATCCTAGCACTTTGAGAGGCCAAGGCCAGAGGATTGCTT 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



20710 20720 20730 20740 20750 20760 

GAGGCCAGGAGTTTGAGACCAGCCTGAGCAACATAGGGGGACCCAGACTCAAAATATATA 

20770 20780 20790 20800 20810 20820 

CATACACATTTTCTCTCTCAGTAAAATGGTATTGAAGCTCCTGACTTGCACAATTGTTAA 

20830 20840 20850 20860 20870 20880 

AGGGATTAGAGAGAGGGCATTTGCAAAGGCATTCATAAAGAGTATAAAACACAGTAGGCC 

20890 20900 20910 20920 20930 20940 

CTCAAAAAATAGAACTTATTACTATAACAGCTAGGGAGGCCCTGTTGATGTTCAAAAATA 



SS.AC003042 



SS.AC003042 



ss. AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



20950 20960 20970 20980 20990 21000 

TGTCCAGGCTGGGCGCAGTGGCTCACACCTGTAATCCCAACACTTTGAGAGGCTGAGGTG 

21010 21020 21030 21040 21050 21060 

GGCAGATCACTTGAGGTCAGGATTTCAAGACCAGCCTGGCCAACATGGCGATACCCTATC 

21070 21080 21090 21100 21110 21120 

TCTACTAAAAATACAAAAAAATCAGCTGGGCGTGGTGGCGTGTGCCTGTAATCCCAGCTA 

21130 21140 21150 21160 21170 21180 

CTCGGGAGGCTGAGGCAGGAGAATTGCTTGAATCCAGGAGGCGCAGGTTGCGTGAGCCAA 

21190 21200 21210 21220 21230 21240 

GATTGCACCACTGCACTCCAGCTTCAGTGACCAAGCTGGTCTCAAAAAAAAAAAAAAAAA 

21250 21260 21270 21280 21290 21300 

AAAAGAAAACAGTGTCCAAAGAAGACAGGATGAGTAGTATAATCTCAATTGTACAACTTC 



21310 21320 21330 21340 21350 21360 

SS.AC003042 AAAAGAGACACCAGGGCAAGGAGGCAGAAGGCAAGAAGGGAATGGTGGGACACGATTAAT 



SS.AC003042 



21370 21380 21390 21400 21410 21420 

ATTGGCCAAGATTATAACCCAGTCAGGGTCTCGTCAACAATTTAAGAGTAAGGCATCCCA 



21430 21440 21450 21460 21470 21480 

SS . AC00304 2 CAGGCCAGGGGTAACCAGGTGGAGAGAATCCTCTTTCCACCGGATAGGGATGGGAAACAG 



21490 



21500 



21510 



21520 



21530 



21540 



SS.AC003042 



GCAAAGCGGGATGGGGAATGAGAGGCGAACAGCCTCTTTATTAACACAATTATTTTATTT 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss,AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



21550 21560 21570 21580 21590 21600 

GCCGAAAGGTAATCATCCTAAGTGAGGTCAACGGCGGCTGGCACAGGACTGGCCCTGCAG 

21610 21620 21630 21640 21650 21660 

GCGGCTGGGCCACGTTGCCATGGTGACGGAGCCCGCTCACTTCCAGCAGCTGCAAGGGCT 

21670 21680 21690 21700 21710 21720 

GGAGAATCCTGAGGAAGGAGACCCCAGGTCTCTTTTCTTTCCCCCAAAAGGGGCTGAAGG 

21730 21740 21750 21760 21770 21780 

AGACCTGCAGGTGTTTGCATTCCCCGTCCCAGCCCCCAAGAGACAGACTAAGAGCCCCTG 

21790 21800 21810 21820 21830 21840 

GGGAAATGTCCCAGCCCAGGTTCGCAGGGGGTCCATCCTGGAGCACAGGGGTCTCTGCGG 

21850 21860 21870 21880 21890 21900 

GCATCATCTCATTCTGTCCTACAATAACCCTGTGAGGAAGAGGCTACGCATCACCTGACC 

21910 21920 21930 21940 21950 21960 

ATTTCACAGAAAGCTGTGGCTCAGACTGTCCGCAGATGCGCAGCATGTGGGGATTTGGGG 

21970 21980 21990 22000 22010 22020 

GCTGGGGTCTGAGGCCTGGGGCACCATTTACATTTGCCTCAGAGTCAGGGCTGTGACAAT 

22030 22040 22050 22060 22070 22080 

GACAGAATTAAACCTACATCTTGAATAATCAGAAAAACTGATGTGGAGAAAAACACACTC 

22090 22100 22110 22120 22130 22140 

ACCCGGCAGTCAGAAAGGCCTGGGTTCGAGTGTCAACCCTTCCCCTTACAGGCCACGTCA 

22150 22160 22170 22180 22190 22200 

CCCTCAGCAAATTTGCTCTAAGCCTTAGTCTGTCCAGAGCATTCTGCACCTGTGACTTTC 

22210 22220 22230 22240 22250 22260 

CAGTCTCTGAAAGACAGAGCCATGATCAAGGTGTGCTTCCCCATCTGTAAAATGAGCCAA 

22270 22280 22290 22300 22310 22320 

CTCAGTTGGGTGCAGTAGCTCACACCTCTAATCCCAGCACTTTGGGAGGCTGAGGCAGGC 

22330 22340 22350 22360 22370 22380 

GGATCACTTGAGGTCAGGAGTTCGAGATCAGCCTGTCAACATGGTGAAACCCATCTCTAC 

22390 22400 22410 22420 22430 22440 

TGAAAATACAAAAATTAGCCAGGTGTGGTAGTGGGCGCCTGTAATCACAGCTAGTCAGGA 

22450 22460 22470 22480 22490 22500 

GGCTGAGGCAAGAGAATCACCTGAACACGGGAGGTGGAGTTTGCAGTGAGCCGAGATCAC 

22510 22520 22530 22540 22550 22560 

GCCACTGCACTCCAGCCTGGCAACAGAGGTAGACTCCATCTCAAAACAAACAAAAAAAGC 

22570 22580 22590 22600 22610 22620 

CACTCAACCCTGCCCTGGGGACCCAGAACGTCAACAGTGACTGGGAAACTCACGCACTAC 



22630 



22640 



22650 



22660 



22670 



22680 



SS.AC003042 ACAAACAAGAGCAGCTGGCTCTGTCTTTTCACCCAAATCTTCAGGGATGGCAGCTCTGCA 

22690 22700 22710 22720 22730 22740 

SS.AC003042 GAAAAGGGACACAACATGCACTGTCCCCAAGTCCTCCAGCCCTGAAGTCCAGCGGTGAGG 

22750 22760 22770 22780 22790 22800 

SS.AC003042 ATGCCAGGCTGGAAGTCCAGGGGACAGCATAGCAGAGGCAGGATGGGTCCGGGGGCGGGG 

22810 22820 22830 22840 22850 22860 

ss , AC003042 AGGGGAAACGCAGCCAATCCTGGGGCCATTTTGCTTGTGCCCGCAGTGTCTGTCGCCCTC 

22870 22880 22890 22900 22910 22920 

ss . AC00304 2 TGGTGGACGCACCTGACACAGACGCAAGGAACAGCTGTGCAACCAGAGGGAATTCAGGTT 

22930 22940 22950 22960 22970 22980 

ss . AC003042 GGGGGGTCGGCGGGGGGCATGGCTGGAGGAACTAGGAGCATCAGGGGAGGCTTTAGGGGG 

22990 23000 23010 23020 23030 23040 

ss . AC003042 TGATGAGATTTGAGCTGGGCCTCCCAGAAAGTGGCTGTGGGGAGGGAGTGGGAGGGAAAG 

23050 23060 23070 23080 23090 23100 

ss . AC00304 2 CATGTCAGAAAATGGAAATTGATCCAATAAAAGCCTACAGATTGTCAGGTGTTGTGGGAG 

23110 23120 23130 23140 23150 23160 

SS.AC003042 TTTGGGGAACAGGGCATCATTTGGGTGGGTACAGCAAAGGGACTTCAAGAAGCCCAAAAG 

23170 23180 23190 23200 23210 23220 

SS.AC003042 GGGCCGGGTGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGCAG 

23230 23240 23250 23260 23270 23280 

SS.AC003042 ATCATTTGAGGTCAGGAGTTCAAGACCAGCCTGACCCACATGGCGAAACCCCAACTCTAC 

23290 23300 23310 23320 23330 23340 

SS.AC003042 TAAAAATACAAAAATTAGCCAGGCGTGGTCGTGGGCACTTGTAATCCCAGCTACTCGGGA 

23350 23360 23370 23380 23390 23400 

ss . AC003042 GGCTGAGGCAGGAGAATCATTTGAACCCAGGAGGCGGAGTTTGCAGTGAGCCGAGATCTT 

23410 23420 23430 23440 23450 23460 

ss . AC003042 GTCACTGCACTCTAGCCTGGACAGAGTAAGACTCTTTCTCAAAAAAAAAAAAAAAAAAAA 

23470 23480 23490 23500 23510 23520 

ss . AC003042 AGAAGGAGGAGGAGAAGAAGAAGAAAAGGAGAAGGAGGAGGAGGAGGAGAAGAGGAAGAG 

23530 23540 23550 23560 23570 23580 

ss , AC003042 GAAGAAAGAAGATGAAGAGCGAAGAGGAAGAAGAAAAAGAAGAGGAAGAGGAAGAAGAAG 

23590 23600 23610 23620 23630 23640 

ss . AC003042 AGGAAGAGGAAGAAGAAGAAGGCGAAGGAGAAGGAGAAGGAGAAGAAAGAAGAAGAAACA 

23650 23660 23670 23680 23690 23700 

ss . AC00304 2 ACCAGACTGGGGCCAACTGTGGACAGTGTTGACCATTATGCTCTGTACTTTATCGTGGAG 

23710 23720 23730 23740 23750 23760 

SS.AC003042 GCAATAGGGAGTTATTGAAGGTTTCTGAGCAGGGGTAGGCCATGATAGGATTTACATTTT 

23770 23780 23790 23800 23810 23820 



SS.AC003042 



AGGCATATCAGGTAGAGAGAGAGCAGAGGTGAGGAGCCTACTGGAACTCACTCCTCC 



AGC 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



23830 23840 23850 23860 23870 23880 

ACATTGTTACTCACTAACAAGAGCAGCACTTCTGACCTCGCTGGAGACTTTACAAAGCCT- 

23890 23900 23910 23920 23930 23940 

TTTTCTTACCTTTACACACCAGACTTCAAGCTAGGTGGGTTCCCTGACTCAAGCAGCTTT 

23950 23960 23970 23980 23990 24000 

GGGGTGAGGTGAAGCTCTGGGCTCTGGTTCCCACCCCAGCTTCCTTCACGTCAGCATCCT 

24010 24020 24030 24040 24050 24060 

AGCATTGATTAAAACAGTGTGCAAGTCCACCTGAAGGGTGGAGGGGTGGGGAGCTGGAAG 

24070 24080 24090 24100 24110 24120 

GAGCAGGAGTGGGGAGGGGAGGGTGCCCATGTACTCAGAGCCTGCTCAGTTCCTAGCCGT 

24130 24140 24150 24160 24170 24180 

TTCCTGCGCTCCTCACTGTGAAGGAATTATCCCTGTGCTACAAGAAGGAAAACGAGACCT 

24190 24200 24210 24220 24230 24240 

GGGAAAAGAAGAGCCCAGGACCCCCAGGGCCGGGACACAAGTCTGGGTGTGTCTGACCCC 

24250 24260 24270 24280 24290 24300 

AAAGCTCCTCATCCCAAAAGCAAGAAGAGAAGCAGGCCTCAAAGAAGCCACACCCCTCAT 

24310 24320 24330 24340 24350 24360 

CTCTGAAGGAGACGCTGAAGGCCCCTGTCCTATCCAGCATCCCCTCCACCAGTCACAGCA 

24370 24380 24390 24400 24410 24420 

GACACCAGCCTCCTATGACATGCGTGCTCATGGATGCTCATGCTTTGAGAGACCCGGTTG 

24430 24440 24450 24460 24470 24480 

TACTGATGACATTCACAAAGAAGAAGTTCATCTAACGTCCCATTTTGGATTCATCAGCCT 

24490 24500 24510 24520 24530 24540 

CATCTGAGACTGTCAATCAGAGTCTCCATCCTGTGGCCAATGACACTGAGCAAGTGGCTG 

24550 24560 24570 24580 24590 24600 

GAGATGGCAAGGGGTGCTCAGGGTGGGGTCTATGCACAGAGCTGCCTTGGGGGACCCCAG 

24610 24620 24630 24640 24650 24660 

GTGGGGCAGCTGACAGTCAGGAGGACTTCTGAGGAAGGGGTGGATGGCAGAAGGTAGAGT 

24670 24680 24690 24700 24710 24720 

TCTTGGGAAGGTGATCACCTCTCCCCCGTCAGCTGGTCATACCAGGTAGGCCCCTGAAGG 

24730 24740 24750 24760 24770 24780 

GTGACAAGGGCAGCAGGTCTGAGGGAGGCTCCAGGACAGGGGAGAGACTGGACACAGAAT 

24790 24800 24810 24820 24830 24840 

CAGAGACAGGGTGAGAGACAGAGAAAGGGAGGTGGCGGTGCTTGTTTCACAGCTGGACTT 

24850 24860 24870 24880 24890 24900 

GGCGGTGGTGCCCAGGGTGCTGGCCACACTCCAGCAGGGTAATAGCATCAGCTCCAGCCT 



24910 



24920 



24930 



24940 



24950 



24960 



ss . AC003 0 4 2 AAACTTTAATCAATGAATCCAAGGCTTGGCCACAATCAGCAGTGAGGAAGATTAGCAGAA 

24970 24980 24990 .25000 25010 25020 

ss. AC 003042 TCCTGGGAGGGGAGAGGGACGGAAGTGCCCAGCCAAGGAAGACGGTGCATGGGATCTATT 

25030 25040 25050 25060 25070 25080 

ss. AC003042 GCAGGTCCGAGCGGGGGCTTCCAGTGCCCCTTCCCACCGGGCATGAAGTGGAAGCAGAGG 

25090 25100 25110 25120 25130 25140 

ss . AC003042 TGGGAGTCAGACAGCTACATCAACAGCAAGGGAATGAATCTGGCCCACTGAGGCTCAGCG 

25150 25160 25170 25180 25190 25200 

ss . AC003042 AGACCCCAACACAGGCTCCAAGCCACTCTCCCCCAATCCCAACAAGCCTCAAGTGAGACA 

25210 25220 25230 25240 25250 25260 

ss. AC003042 CCAAGAAGAACTTACCAACCAGGGAGCCCCCAGGATGCCTGAGCAGGGGCAGCGCAAGGT 

25270 25280 25290 25300 25310 25320 

ss. AC 003042 GTTC ACATCATCCCTACCTGGGCAGGGGTCCCAGCAT AGGAGCTGGAGTGCCCCCACCCT 

25330 25340 25350 25360 25370 25380 

ss. AC003042 CCCCTTCAGGCTGGGCTGCACAGAGGGATGAACTGAATGGGTCACATTCTTACCCCTCAA 

25390 25400 25410 25420 25430 25440 

SS.AC003042 GTGCTTTGGAGAGAGGGTAGAAGGAAGGAGGAGACAAACCAGTTATCATCTGCCCTACAT 

25450 25460 25470 25480 25490 25500 

SS.AC003042 AACTTATTAGCATCCAGGCGAGATTAATCAAGCCCAGAAACCTCGAGCACACCCCTAATT 

25510 25520 25530 25540 25550 25560 

ss . AC003G42 AGTTGCTGCTGATAACTATATTTGTCATGCTTTCCAATTATTCCACTGTAAATTTCAGAG 

25570 25580 25590 25600 25610 25620 

SS.AC003042 TTTAATTGCACCTTGTTCTTCATTGAAGTGTCACTGTTTGCACACGCTCCCCTAATTCTT 

25630 25640 25650 25660 25670 25680 

s s . ACQ 0 3042 TAGCAAATTTGACAAAATTCAGCATTAAATATAGATTATCTTTAGATTTCCATAATTAAC 

25690 25700 25710 25720 25730 25740 

SS.AC003042 ACAACCAAACTGTCTCAGGCCTAAATATTTCTCCCAGTATCATAAATCTGGCCTGTCCCT 

25750 25760 25770 25780 25790 25800 

ss . AC003042 GGAATCCGAAGGGCTGCTTCCAGCTCCCCGGCAGAGGCTGCAGGGAGAACACACATGCAC 

25810 25820 25830 25840 25850 25860 

SS.AC003042 AGCCATGAACTCACATGACACGCCTGTGCAGGGCTGGGGCAAAAGGCGGCAGTGATACTT 

25870 25880 25890 25900 25910 25920 

SS.AC003042 CATTGAGGGCACACAACTGGGAACATACCCCGTGCCCCATATCAGTAGGGGCTCCATCAA 

25930 25940 25950 25960 25970 25980 

SS.AC003042 GATGCCCACCCTGGGGCGTGGGGCAGTGTCCCAGGGCTTGGAGGGCCAATTCAGGATCGC 

25990 26000 26010 26020 26030 26040 

ss . AGO 030 4 2 AGCTGACCTCTGCGCCTAGCGAATGGGCTAGAGGGAAGAGGCTCGGCCTACAACCAGATC 

26050 26060 26070 26080 26090 26100 



SS.AC003042 ACAAGCCTCCCCACCCAACAAAGGCCAAAGGGCCCCTTCTGTGACTTTTTTTTGTCCCTG 

26110 26120 26130 26140 26150 26160 

SS.AC003042 TCAAGGCTGACCTTGATGTTTGACATTACCCCAGGAGCATGACCCAGGCAGACATGAATG 

26170 26180 26190 26200 26210 26220 

SS.AC003042 CCCTCATGCCATACCCCTGCAGGGCACCGCCACTGCCCAGCCTTCTCTCTTAGTCCGCTC 

26230 26240 26250 26260 26270 26280 

ss . AC003042 TCTCCAGACTCACCAGGCAAGTATATGTCCATCCAACTCTAACTGTCCCCCACCTGGGAC 

26290 26300 26310 26320 26330 26340 

SS.AC003042 CCTTTAGTTCAGATTAGGGGATGAAGGAATCCGACATCAGGTTTGAAATGATGCCCCCAT 

26350 26360 26370 26380 26390 26400 

ss . AC003042 ATGAGGTTTGAATTTTTTTTTTTTTTTTTTGAGACGGAGTCTTGCTCTGTTGCCCAGGCT 

26410 26420 26430 26440 26450 26460 

ss . AC003042 AGAGTCCAGTGGCTTGATCTCAGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGTGATTA 

26470 26480 26490 26500 26510 26520 

SS.AC003042 TCCTGTCTCAGCCTCCTGAGTAGCTGGGATTACAGGTGCGCACCACCATGCCCAGCTAAT 

26530 26540 26550 26560 26570 26580 

ss . AC003042 TTTTGTATTTTTAGTAGAGATGGGGTTTCACCATGTTGCCCAGGCTGGTCTTGAACTTCT 

26590 26600 26610 26620 26630 26640 

SS.AC003042 GACCTCAGGTGATCCACACACCTCGGCCTCCCAAAGTACTGGGATTACAGGTGTGAGCCA 

26650 26660 26670 26680 26690 26700 

SS.AC003042 CCACGCCCAGTCTGAAGTCTCTTCCACCAGCCCCCAAAACCCCAAATCTAACATCGCAAG 

26710 26720 26730 26740 26750 26760 

SS.AC003042 GAAATCAGCAGGGTGTCCCATTTCCATAGGGACAGGAGGGGGCAGGAGGCAGCAGGGAAG 

26770 26780 26790 26800 26810 26820 

SS.AC003042 CCTGTGCCCTTTTCAGATCCCAGCCCAGCCTCTGGCCCCTGGTGGAGGAGAATCATATCT 

26830 26840 26850 26860 26870 26880 

SS.AC003042 TGGGTTTATCCCAAGTCAAGCCCCTTCCCCAGGCTGGCTATCTCATGGGCAGCAGAGCAT 

26890 26900 26910 26920 26930 26940 

SS.AC003042 CCAGAGTTCAACTGCAAGCCCAGCCCCCCATGCCCCCTGCAGTCACGCAAACACACCTGT 

26950 26960 26970 26980 26990 27000 

SS.AC003042 ACACACAGAGGCAGATGCACAGATGCAGAAATGGAAAGACACAGATGCACAGAGACACAC 

27010 27020 27030 27040 27050 27060 

SS. AC 003042 CACAGAGAT ACACACAAAACACAAACTGACACACAGACAG AT AC AC AATGC AAC ACAC AG 

27070 27080 27090 27100 27110 27120 

ss. AC 003042 CCCAAGCCCTGTAGGAAGACGGGGATAGACAGACGGGGAAAT ACTCCCTCCCCAGAAATC 

27130 27140 27150 27160 27170 27180 

SS.AC003042 AGTGACATACCCAGGGTCTTGCCACATTGAAGGGCCAAGGGGGGCTGGGGGCCCCCTTGC 

27190 27200 27210 27220 27230 27240 



SS.AC003042 



CCTCCATGCCACCTGCCAACCCTGACACCCCTGTTTCCCCGGCGTAGCTGCAGGGGTAGT 



SS.AC003042 



SS.AC003042 



ss,AC003042 



SS.AC003042 



ss. AC003042 



ss. AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



27250 27260 27270 27280 27290 27300 

TGAGGGGCTGAGGTGGGAGCAGGCAGGAATACAGAAGAGCCTCAAAGTGTACTCACAGCA 

27310 27320 27330 27340 27350 27360 

AATTTGGAAGAAAATCGATGGCCTTTAATGAGATTTGATTTTTTCTCCACAATGGGCTGG 

27370 27380 27390 27400 27410 27420 

GCTGGTGGTTGTGGGGGGATCTCTGGGTGCAATGTGCAAGGAAGTGAGCAGGGGCACAAG 

27430 27440 27450 27460 27470 27480 

GTGCAGGGCTGAGAGGGACTGGGAAGCCGGGAGTGGGGAAACACCAGGGTCAGCAGCTAC 

27490 27500 27510 27520 27530 27540 

AGGGACAGGAAGAGGCAGAGGATAGACAGACAGGCAGGATGTCAGTGTCAGGCCGTCACT 

27550 27560 27570 27580 27590 27600 

TAGCCCCACCTGTCAGAACAAGAGAGGGGCCCTGAGCTGGCTTGGGTGTATACTGTGGCC 

27610 27620 27630 27640 27650 27660 

CTGTTGGGTTCTAGATGCGGAGTCTGCACTCCCAGCCCTCAGTAGGAGATAAAAGGCTGA 

27670 27680 27690 27700 27710 27720 

GGTTCATCCAGGTTATGAGGCTGGCAGGGACCAAGCCATGGGGAGCAGTCACAGGATGGG 

27730 27740 27750 27760 27770 27780 

GTATGTTGGGGGTGTGGCTGGCTTGGGTCCTTGGCTTCCAAGGGTGCTAAAAGGAAAATT 

27790 27800 27810 27820 27830 27840 

GTAAGGAGCTTAATTCTGATCAGTGCAGTTAACTGAGCACCTGCCAGGCTCCAGGCCCCT 

27850 27860 27870 27880 27890 27900 

GTTATTGTTATTCTGCAGGAAACCCCACAAGAGAGGTGACAACCCCTTGCTCCCAGATGA 

27910 27920 27930 27940 27950 27960 

AGAAAATTAGGATCAGAGACATTAAAGAAATTGCCCAAAGCCACTCAGCCAATGGCTGAG 

27970 27980 27990 28000 28010 28020 

GCAGCAACTGAACCAAGGTCCACCAGATTCTAAAGTCTGTTTCTTCCGTTCTGCCTGCAA 

28030 28040 28050 28060 28070 28080 

GCAGCACCTGGCAGGCGATGGAGGCACATCTTAGTCTCTCTTCCTCTCTTCCAGTCCAGG 

28090 28100 28110 28120 28130 28140 

TCTCCAAGACCTATGGATGGGTTGGGCCAGGGCTTGGGTTCAGGCTCCAGGGTGATGGCA 

28150 28160 28170 28180 28190 28200 

ACTTAAGGGAATCTCCTGCACAGCTAGGCTTCAAAGCACAAGACTTCCCCAGGCACAGAG 

28210 28220 28230 28240 28250 28260 

GAGGGCATACCTATCAGCTGCAGCCCCGTCCATCCCACCCTGCTGGCTGAACCTTTGAGC 

28270 28280 28290 28300 28310 28320 

TCCCTCCTTCCTTATGGAATCATAGAAGGGATCAGAGGCCATCAACCCCAAACATATCTT 



28330 



28340 



28350 



28360 



28370 



28380 



SS.AC003042 



CTGTCTGAAGCCCCTGTGAAATATTCTGAGTGATCAACTGAGGTCTCGCACAACTCTAGT 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



ss. AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



28390 28400 28410 28420 28430 28440 

GACAGGGAGCTCACTACCTCCAAGGTATCCTCTTCCACTTCTGGAATCTTGCTAGATTGA 

28450 28460 28470 28480 28490 28500 

GCTGCTTTTTGCCTCCCTGGGCCTCCTACTGGTCCTGTTTCTGCCTTCTGGGTCATCACT 



28510 



28520 



28530 28540 28550 28560 

CTGCTCCACGAAAGCCCCTCTGTAACTGGAATACCACAATCACTGCCTTCCCACCACCTG 



28570 



28580 



28590 28600 28610 28620 

GGGGCTTCCATGCTCCTGGCTAAACACGTCATCATTCCCTCAACTGTTGCAATAGTCCCT 

28630 28640 28650 28660 28670 28680 

GACCATTCCCTCCCACCCACCCAAAGGCAGAATTATTGACAGCATAAAGGAGTGGTTTGG 

28690 28700 28710 28720 28730 28740 

CAATGATTTCTTATGACATCAAAAGCACAGGTAACAAAAGCAGAAGTAGAAAAATAGGAT 

28750 28760 28770 28780 28790 28800 

TACATCAAAATGTAAACTGTGCATCCAGGAATACAACCCGCAGAGTGAAAAGGCCACCTA 

28810 28820 28830 28840 28850 28860 

CACAATGGGAGAGAATACTAGCAAATCTTATAACTGATAAGAGGTTAATATTCAGAATAT 

28870 28880 28890 28900 28910 28920 

ATAAGGAACTCCTACAACTCAATAGCAAAAAAGTAAACAACCTGATGTAAAAATGAACAA 

28930 28940 28950 28960 28970 28980 

AGAGCACGAATGGACATTTCTCCAAAGACGACACACAAGTGGCCAGCAAGCCTATGAAAA 

28990 29000 29010 29020 29030 29040 

GATGCCCGACATCACAAATGACCGGAAAAACGTAAATCAAAACCACAAGGAGATGCCGCC 

29050 29060 29070 29080 29090 29100 

TCGCATCCATTATGATGGCCACCATCAGAAAGACAGAAAATAAACAGTCTTATTGAGGAT 

29110 29120 29130 29140 29150 29160 

GTGGAGAAACTGGAACCCTTGAGCACTCTTGGGGGCAGTGTAAAATGGTGCAGCTTCTAT 

29170 29180 29190 29200 29210 29220 

GGAAAACAGTATGCAATTCCTCACAAAATTAAAAATAGAATTATAATCGGATCAGCAATC 

29230 29240 29250 29260 29270 29280 

CCACTTCTGGGTATATATTCGAAAGAACTGAAGGCAGCGTCTTTTTTTTTTTTTCTTTTT 

29290 29300 29310 29320 29330 29340 

GAGACTCACTCTGTCGCCCAGGCTAGAGTGCAGTGGTGCGATCTTGGCTCACTGCAACCT 

29350 29360 29370 29380 29390 29400 

CCGCCTCCTAGGTTCAAGCAATTCTCCTGCCTCAGCTTTCCAAGTAGCTGGGATTACAGG 

29410 29420 29430 29440 29450 29460 

CATGCGCTACCACACCTGGCTAATTTTTGTATTTTTAGTAGAGATGGGGTTTTGCCATGT 



29470 



29480 



29490 



29500 



29510 



29520 



SS.AC003042 



TGGCCAGGCTGGTCTTGAACCCCTGACCTCAAGTTATCCATCCACCTTGGCCTTCCAAAG 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



29530 29540 29550 29560 29570 29580 

TGCTAGGATTACAGGCATGAGCCACTGCACCTGGCCCAAGGCAGGGTCTTGAAGCGATAT 

29590 29600 29610 29620 29630 29640 

TTGCACACCCATGTTCCTAGCAGCATTATTCAAAAAAGCCAAGAGGCAGAAGCAACCCAG 

29650 29660 29670 29680 29690 29700 

GTGCCCATCGATGGATGGATGGATAAACAAAATGTGGTGTACACAGACAATGAAATATTA 

29710 29720 29730 29740 29750 29760 

TTCAGTCTTAA7VAAGGAAGGAAATTCTGTCACATGCCACAATATGGACAAACCTTGAAGA 

29770 29780 29790 29800 29810 29820 

CATGATGCTAAAATAAGCCAGTCACAAAAAGACAAATGCTGTATGATTCCACTCTATGGG 

29830 29840 29850 29860 29870 29880 

GTATCTAAAGTCATCCAATTCATAGAAACAGAACAGAGAATGGTGTTTGCCAAGGGCTGG 

29890 29900 29910 29920 29930 29940 

GTGGTGGATGGGGAGCTGCGGTTTAAAGGGTAGAGTTTCCGTTTTGTAAGGCAAAAGAGC 

29950 29960 29970 29980 29990 30000 

TCTGCAGAGCTGTTGCACAGCAATGTGAATATACTTAACACTACTGACTGGTACACTTAA 

30010 30020 30030 30040 30050 30060 

AAACAGCTAAGACAATAACAACAAAAGCCACAATTCTGGAGTCAGACTTGGGTTTGAGTT 

30070 30080 30090 30100 30110 30120 

CCAGCTCTGTCACATGGCCTGGGGCAAGTTGTCAAATGTCTCTAAGCCTCAGTCTCCCCA 

30130 30140 30150 30160 30170 30180 

GCTTTACAACAGGGTAATGATAGAACCTAATTCACACGATCTCATCGACAAAGCAGGTGA 

30190 30200 30210 30220 30230 30240 

AGTGTCTGGGACCTGGTCAGTTGGCTCTGGAACCATGTTCTGGAAGCTACCCTTGTACGG 

30250 30260 30270 30280 30290 30300 

AGGCTGCGCAGGTTGGAGTTGGGCAGCTTCCAGCCCTGGGCTGTCCGCTCCCAGTGGCAC 

30310 30320 30330 30340 30350 30360 

CCAGCCTCTATTTCCGTGACCTCTCCGTCTGTCCCATTTCCTCTCACTGTCCTCCCTCCT 

30370 30380 30390 30400 30410 30420 

TACCTCTCTCCAGCCACGCTGGCCTAGAGCACACCAGGCACACTCCTACCCAGAAGCCTT 

30430 30440 30450 30460 30470 30480 

TGCACTTAGAGTTTCCACTGCTTGAAATGCTCTCAGGGACTCACTTCTGCCCTTTCTCCA 

30490 30500 30510 30520 30530 30540 

GGTCTTTGTTTACAGTCCCCCTGTTTAAAATTGTGCCCTCCCCCAACCACGGGGCTCTAT 

30550 30560 30570 30580 30590 30600 

GTCCCCTTCCCCTGCTCTACTTTTCTTACAACATACTATATAATTTTACTTATTGGTTGT 



30610 



30620 



30630 



30640 



30650 



30660 



ss •AC003042 CGCTGACTTGCTCACTGCTATATCCCCAGCTGGCACAGAGTAGGTGCTCAATAAATACTT 



30670 30680 30690 30700 30710 30720 

ss . AC00304 2 GATGAATGACAGCCTAAGCTAAGCCTTGGCATTCTGTCCTTAGAGGCCCTCTGCCCCCAG 

30730 30740 30750 30760 30770 30780 

SS.AC003042 CCCCAAATTTCATCATTGTGGTGTCTGCCCCCTTAAGGACTCCCACTCCCAGGTCCCCTT 

30790 30800 30810 30820 30830 30840 

SS.AC003042 AAGGACTCACACTCCCAGGTCCCCTCAAGGACTCCCACTCCCAGGTCCCCTCAAGTGTGG 

30850 30860 30870 30880 30890 30900 

SS.AC003042 GGGGAGAACCCCACTTCCCCCTAAAGCCCCAGGCTGCCCAGCTGCTGCTCCACTGGGACC 

30910 30920 30930 30940 30950 30960 

SS.AC003042 TCAGCACCAATTCTGCCCATCAATATCAGCCTGCAGCAGTCACACTTGAACACCCACCCC 

30970 30980 30990 31000 31010 31020 

ss. AC 003042 AATCGATAACCAGCGGCTGCTATCGATCAGCCCCGAGGGCACAGGAAGCCGGTGGGGAGA 

31030 31040 31050 31060 31070 31080 

SS.AC003042 GGGAAGGAGAGGACCAGGCATGGTGTGCGGACACAGCCTCAGAGAGGGAGCAACAGCAAA 

31090 31100 31110 31120 31130 31140 

SS.AC003042 GAGCCCCCAGTGACCCGGCCAGGGCAGGCAGACAGGACAGAGCTCATCAGAAACCAGAGG 

31150 31160 31170 31180 31190 31200 

ss. AC 003042 CAGAGGTGAAGGGGGAGGAGAAGCCAGACCCCAGGCTAGGAAGGGCAAAGGGGCAGACAC 

31210 31220 31230 31240 31250 31260 

SS.AC003042 AGAGGGAGGCTGCTGAGAAGAAGGAAGAGGCAAGATAGGAAGGGTTGGCCAGGCGCAGTG 

31270 31280 31290 31300 31310 31320 

SS . AC003042 GCTCATGACTGTAATCCCAGCACTTTGGGAAGCCAAAGCGGGTGGATCACTTGAGGTCAG 

31330 31340 31350 31360 31370 31380 

SS.AC003042 GAGTTCGAGACCAGCCTGGCCAACATGGTGAAACCCCGCCTCTACTCAAAATACAAAAAT 

31390 31400 31410 31420 31430 31440 

SS . AC003042 TAGACAGGTGTGGTTGTGGTGGGAGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGG 

31450 31460 31470 31480 31490 31500 

SS . AC003042 AGAATCACTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCAGAGATCAGGACACCGCACTC 

31510 31520 31530 31540 31550 31560 

ss. AC003042 CAGCCTGGGTAACAGAGCGAGATTCCGTCTCAAAAAAAAAAAAAAAAAGACGGAAAGGAA 

31570 31580 31590 31600 31610 31620 

SS.AC003042 GGAAGGGTTATTGAAGGTCTACCATATGCCAAGGGCATCATCTCTCAAGCCTCCCAGCAC 

31630 31640 31650 31660 31670 31680 

SS . AC00304 2 AACCGTGGGTGAAAGCAGTTATTGGCTCTATCTTACAGGGAGGAAACTAAGCTCAGAGGT 

31690 31700 31710 31720 31730 31740 

SS . AC00304 2 TAAGAAACTCACCCCAGGCCTGAGCCTTCAAATCTGGGAGCAGAGCCAGGATTTGAACCC 

31750 31760 31770 31780 31790 31800 



SS.AC003042 ATGTCTGGAGTCTCTGTGGGGCCAAGGCTCTTTGCAGCACCCCACAGTAGCTCTGAGCTG 

31810 31820 31830 31840 31850 31860 

SS.AC003042 TCACTTCTGGGCTTCCAGCCTGGAACACCACCTAAAGCCAGTGGGAAACTGGATGGAGGT 

31870 31880 31890 31900 31910 31920 

SS.AC003042 GCCTCCCAGCACCTCCACTGGAATGTCCCACTTAGAGCTTGTCAAGGTAGCTCGGAAAGC 

31930 31940 31950 31960 31970 31980 

ss . AC003042 CTGGGCGGTGGTTCATGCCTGTAATCCCAGCTACTCGGGAGGCCGAGGCAGGAGGATCAC 

31990 32000 32010 32020 32030 32040 

SS.AC003042 TTGAGCTCAGGAGTTCAAGGCCAGCCTGGGCAACATAGGGAGATCCCATCTCAACAACAA 

32050 32060 32070 32080 32090 32100 

SS.AC003042 CAAAAACGTTTTTAATCAGCTGGGCATAGTGGCTAAGGAGGCTACTCAGGAGGCTGAGGT 

32110 32120 32130 32140 32150 32160 

SS.AC003042 GGGAGGATCACTTGAGCCCGGAGTTGGAGGCTGCAGTGAGCTATGATTGCATCACTGCAC 

32170 32180 32190 32200 32210 32220 

ss . AC003042 TCCAGCCTGGGCAACAGAGCAAGACCCTGTCTATAAAAGAAAACAAACAAACAAACAAAA 

32230 32240 32250 32260 32270 32280 

ss . AC003042 AGTATGGTAAGGGAAACAAGATGAGGCATGTAAGCCCATGGTAAGTGCATAACAAATGCT 

32290 32300 32310 32320 32330 32340 

SS.AC003042 AGTACCATCATCATCACCACATCACTCCTCCTCCTGTTCCAAGCACACGGCTTCCAGGTC 

32350 32360 32370 32380 32390 32400 

ss . AC003042 GCACACTCACTGAAGCGAGACTGTTGTTAAGAGTGTGTGTCGGCCTCAGGGCTCTGATTC 

32410 32420 32430 32440 32450 32460 

SS.AC003042 AGACAAGATCCAGCCCCATGCACAGTGCCTGACCCAGGCTAATACCTGTATCTATGCAAG 

32470 32480 32490 32500 32510 32520 

SS.AC003042 GGGCTGTCGACGGAAAGTCTGGCACAGGTGGGTCTCTGCAGAGCTGAGGGGCTGAGGGAG 

32530 32540 32550 32560 32570 32580 

SS.AC003042 GCTGTGAAGCATCTCCTCAGCCTCAATTAGCTCCCTTGTTTCAGAGAAGCAAGACCAGCT 

32590 32600 32610 32620 32630 32640 

SS.AC003042 GTGGCTGGGGATGATTTCTGACTTGCCTCCTCTGACACTGCTTGAAAGTGGAAGGTCAAG 

32650 32660 32670 32680 32690 32700 

SS.AC003042 GCCGGCTGGAGGCGTGCTCAGGGATCTGCCCCTCCAGCCCACTTCAGAGAAGAGGAAGAG 

32710 32720 32730 32740 32750 32760 

SS. AC003042 GAGGCAATCAGCCTCCAACCTCAGGACTTATTCACTTGTTCATGCATCATTGTGAAACAC 

32770 32780 32790 32800 32810 32820 

SS.AC003042 CCAGCACGTGCCTGGCCCTGTGGTGGGACCTGGGAATACAAAATCAGTAAGGGTGATTCC 

32830 32840 32850 32860 32870 32880 

SS.AC003042 TGCTTGAAGGTCTAAGTGGGGCAGGGATATTCCTAGAGGGCGGGAGGGGCTTATGTGTCT 

32890 32900 32910 32920 32930 32940 



ss .AC003042 GCGGTTGTAGGGAGCAGGCGGCCTGCAAGAAAGTTTTGTTGTCGTTGTTGTTGTTGTTGT 

32950 32960 32970 32980 32990 33000 

ss . AC00304 2 TGTTGTTGTTTGAGACAGTCTCACTCTGTCGCCCAGGCTGGAGTGCAGTGGCGTGATCTC 

33010 33020 33030 33040 33050 33060 

ss. AGO 030 4 2 AGCTCACTGCAACCTCTGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCCTCCCGAGT 

33070 33080 33090 33100 33110 33120 

SS.AC003042 AGCTGGGATTACAGGAATGCACCATGCCCAGCTAATTTTTGTATTTTTAGTAGAGATGAA 

33130 33140 33150 33160 33170 33180 

ss. AC 003042 GTTTCACTATGTTGACCAGGCTGGTCTTGAACTTCTGACCTCAGGTGATCCACCTGCCTC 

33190 33200 33210 33220 33230 33240 

SS.AC003042 GGCCTCCCAAAGTACTGGGATTACAGGCATGAGCCACCACGCCTGGCTTAGTTTCCTCTT 

33250 33260 33270 33280 33290 33300 

ss. AC 003042 TCTAAGGGGAGCTGTTTAGCCCATGAATTTTTTTTTTTTTTTGAGACGGAGTTTTGCTCT 

33310 33320 33330 33340 33350 33360 

SS . AC00304 2 TGTTGCCCAGGCTGGAGTGCAATAGCGCGATCTCAGCTCACCGTAACCTCCGCCTACTGG 

33370 33380 33390 33400 33410 33420 

SS.AC003042 GTTCCAGGGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTATAGGCGCCTGCCATC 

33430 33440 33450 33460 33470 33480 

SS.AC003042 ATGCCCAGCTAATTTTTGTATTTATAGTAGAGATGGGGTTTCTCCATGTTGGTCAGGCTG 

33490 33500 33510 33520 33530 33540 

SS.AC003042 GTCTCAAACTCCTGACCTCATGATTCGCCCACCTCGGCCTCCCAAAGCGCTGAGATTACA 

33550 33560 33570 33580 33590 33600 

SS . ACO 030 4 2 GGCATGAGCCACCGCGCCCGCCAGCCCATGGATTTTTTTCTCAGGTTGCAGATAAACCAC 

33610 33620 33630 33640 33650 33660 

SS . AC003042 AAAGGTACTGCTTCTCATGGAATCTCCCTTCTGATGCCTACAAACCTTACCAAGAAAGCT 

33670 33680 33690 33700 33710 33720 

SS.AC003042 GGAGCCCGAAGGGGGAGAAGGGCCAGACTGCAGAGAGGGCAGGAGAAAGACAGGCCCAGC 

33730 33740 33750 33760 33770 33780 

SS.AC003042 CCCTCCTCCCCGGCCCACAGCAGCTGGTGAAGGGTGTCCTCTGAAATGGAATACTGTGAC 

33790 33800 33810 33820 33830 33840 

SS. AC 003042 CGAGAGGGCACATGGCAGGGGCGAAGGACAGGCATTTCCATAAAAATCCTTGGAGTGCAG 

33850 33860 33870 33880 33890 33900 

SS.AC003042 TCAGGAGGAGTCCTGTTTCAAAGCAGCCTTTGCAGAGCCTGAGGTAGAAATCTCCTGGTC 

33910 33920 33930 33940 33950 33960 

ss :AC00304 2 CTGATTCAAAGAGCAGCCCCTCTCCCTTTCCCAATCTGGGGAAGGAGCTGAGCCAATTAA 

33970 33980 33990 34000 34010 34020 

SS.AC003042 CTGGGAGGCAGAGCTCGAGCCCTTTCCAGCTTCTCTGGAGGTGCTAATGGTCCTCAGGGC 

34030 34040 34050 34060 34070 34080 



TCTGGCCCTGCTCCCCTTCCACCCACCCCCAATGGGCTACATACAGTTCTGCGATTTAAG 

34090 34100 34110 34120 34130 34140 

AACATAGTTTTGAGAGCAGTTGTTTTGCCCATAAAATAACTACAATATTTGAGCAAATAA 

34150 34160 34170 34180 34190 34200 

ATATTTTATTTGCCCATAAAATAACTACAATTATTGAGAGTTTACAATTTACTGGGCACT 

34210 34220 34230 34240 34250 34260 

GTGCTAACCCCCTGTGAGGTATGACATCCTCATTTTACAGAAGAGACAACTAAATGTCCT 

34270 34280 34290 34300 34310 34320 

AGAGGACAAGCATCTTGCCTTGGGCATCCAGCTAGCAAGAGATGGGTGGGATGGGAACCT 

34330 34340 34350 34360 34370 34380 

GAGACTGCGCCCTGTTCACAGGGGGATTCTGAAGGAAGGGAAAGTGGCCATGTTGGGGTG 

34390 34400 34410 34420 34430 34440 

CCCAGGAGATGGGGGATTAAAACCTATGGATTAGAGGTTGAGGGAAGAGGATAAAAGGAA 

34450 34460 34470 34480 34490 34500 

GGATCCGCTCCAGGTGCTTCGTCCCCTGACCAGGTTTCCAGGACCCTCAGGAGAGGGGGA 

34510 34520 34530 34540 34550 34560 

CAGTGACAACCTCTGGTCAGCGGCCAACATAAAACTGCCTCTATGTCACCTGGCGCACAG 

34570 34580 34590 34600 34610 34620 

GCCCAGAAGTGAGAGGCACTGAGCTCTGGGCTGGGTAGGAGGCCGTTAGAACTTTCTGGA 

34630 34640 34650 34660 34670 34680 

GCACCTCCCCCAGCAGGATGAGCTGAAGACCACTAGGGAGGTGTTAATGAAACAGGGAAG 

34690 34700 34710 34720 34730 34740 

CTGCAAACAGACCCAGGAGTGATTCCAATCTGACACCTCCCCCTACGCAGCCCCCACCAG 

34750 34760 34770 34780 34790 34800 

TAATGAGCTGGGACTTGCCCTTCCCCCCAGAGAGCAGGGTGAGGGGAGGAGGAGGCGTTC 

34810 34820 34830 34840 34850 34860 

TTGGGCATTTTTTTTTAGCTTCAAAAGCCTCTTTTCATCATCATCGTCATCATTGTCATC 

34870 34880 34890 34900 34910 34920 

GTCATCATCGCATTGAAAAGCTCACATTTATTGAACACCTACTGTGTCCCGGGCACTGTG 

34930 34940 34950 34960 34970 34980 

CTAAGTCTTTTTCATGTATCCCATCATTAATCCTCACATACAAACCTTAAGCCTACATGG 

34990 35000 35010 35020 35030 35040 

TAGGTAGTATTCTTATCTCCATTTTGCAGATTAAGAAACTGAGGCTCAATCAGGGTAAGT 

35050 35060 35070 35080 35090 35100 

GACTTGCCTAAGGTAGGGCCCACATGTGGAGCCGGCACTGTCTGACATCCTGCTTTTGGT 

35110 35120 35130 35140 35150 35160 

ACCGGACTTCTGACCCACCGAGAACTCCTGCAGGGGGACATGTTTGTGTGGCCTCAGGGC 

35170 35180 35190 35200 35210 35220 



SS.AC003042 TGCAGCTGAGTGGTGAATAAAGGCAGCGCGCCCAGTACACATCCTTGAAGTTCAGAATTG 

35230 35240 35250 35260 35270 35280 

ss . AC003042 GGAAGAAAGACACTGGTAGACTGAGTCGGTGGGACAGGGATGAGTAGGATCCTGGCCTTG 

35290 35300 35310 35320 35330 35340 

SS.AC003042 CCGCCAAGCCTCCCTGTCTGCTTTCCCTGCTCTCCGCTTCCACATGTGTACACTGAGAAG 

35350 35360 35370 35380 35390 35400 

SS.AC003042 GGGCCAGGAAGCTCGGGGAAGGAGGAGGAGGGACCTCTAGCTCTGTTCACTGCCTGGGGA 

35410 35420 35430 35440 35450 35460 

SS.AC003042 AGGGGAGGCAGAGGGGTTCTGGCTGGGGAGGAGGCCTGAAGAAGTGGGGAGAGGTTGCAG 

35470 35480 35490 35500 35510 35520 

SS.AC003042 GGAAGACCCCTGCCTCACAACCCCAGGAGGGAGTGGCTGAGCGGCTCTGCAGTGGAGCCC 

35530 35540 35550 35560 35570 35580 

SS.AC003042 CATGTTTGTAAACACCATTAATCAGGGATTAGCAGATGGGCATGCTAATTGCACCTGTGG 

35590 35600 35610 35620 35630 35640 

ss. AGO 030 4 2 AAGTGAGAAACCTCAAGGTTGATTACATTTACAAACTGTGGGGATCCCTGGCACCTGGCC 

35650 35660 35670 35680 35690 35700 

s s . AC0030 4 2 CTGCAGGAGTCGGTGGTGGTAGTGGTGGTGTGTGTGTATGTGTGTCGGCGAAGCGGGGGT 

35710 35720 35730 35740 35750 35760 

SS.AC003042 GGCGGGTGTGCTGTCTAATTCAGGACCCCAACCTAGGGGGAGGGGGATTGACAATTTAGC 

35770 35780 35790 35800 35810 35820 

SS.AC003042 CTCCTGCCAAAAAAATATTCCAGGCCTGCAGCAGGGATCTGGGGTGCCAGCCTTGATTTA 

35830 35840 35850 35860 35870 35880 

SS.AC003042 GCTGCTCCGAGAATACCAAGTCACTGCCAATTCTTCTTAGACCCTTTCCATCTCGGCATC 

35890 35900 35910 35920 35930 35940 

SS.AC003042 TCAGGATCTTGGAGCCCTGACAAAGGGGGATCCTACAAATGTCATTCCAACCCCTCTCCT 

35950 35960 35970 35980 35990 36000 

SS.AC003042 CCCTCAACTCCCTCCAGCAGTTCCCAGTGGTAAATCATTGTGCACTACAGATGAAAGGGG 

36010 36020 36030 36040 36050 36060 

ss. AC 003042 CCAGAGCCTACAGGAAAACGGAGGCCAGGTTGGTTGGGAAGCACAACCCAGCACCCTGAC 

36070 36080 36090 36100 36110 36120 

SS.AC003042 CTCTAAATCTGGCCCTAGAGGCTTTGAGGAGCAGCTACCATGCTCCTCCAGGCATGGGGC 

36130 36140 36150 36160 36170 36180 

SS.AC003042 TGAGGGTTTTACATGTATGACCTCTTTCAATCCATACCACCATCCTTTGAAGTGGACACC 

36190 36200 36210 36220 36230 36240 

SS.AC003042 ACTGTCATCCCCATTTTATAGGCGATGAAAACTGAGGCTTGGAATTTAAGGGACATGTCC 

36250 36260 36270 36280 36290 36300 

SS. AC 003042 ACATTTATACTTCTAGCAAGCCACAGAGTTGGAACTCAAAGCAAGCACTGTCTAGCAGCC 

36310 36320 36330 36340 36350 36360 



SS.AC003042 AGGCTCCTGCTCTTAACCACCACTGCTCTCTCCTCTGACTTCATTCCAACTCTGCCCTGC 

36370 36380 36390 36400 36410 36420 

SS.AC003042 AGGGGATGGACCCCCACCCAGCCCCTTCACACCCACAGCCACAGCCTCCCCAGCTCCCGT 

36430 36440 36450 36460 36470 36480 

ss - AC 003042 GTACTTAACCCACACTTGCTGAGCAGTGTCCACTCAGTGTATAGGCACCGCGCCAGGTAC 

36490 36500 36510 36520 36530 36540 

ss. AC 003042 CAGAGGCTGCCTAAAGGAGAATCAGGCCTCATCCTCCTCATCCTTAGGACCTCAGACCCT 

36550 36560 36570 36580 36590 36600 

ss. AC003042 TCCTCTTTGTTGGGGGACTGCCTGTATACCAGAAATTAGCACACACCTGTGTGTGTATGG 

36610 36620 36630 36640 36650 36660 

SS.AC003042 CCTGTAATTTAAGCCTCAATCCCCTTTGGTTTAAGTGAACCTGTCTTCCCAGAGGCCAGC 

36670 36680 36690 36700 36710 36720 

ss. AC 003042 CAGCCTGCTGCCCAGGGAGTGAAGCAGGGAGAAGCCCCCTGTACCTGACTAAGCCCAGGA 

36730 36740 36750 36760 36770 36780 

ss. AC 003042 GAGTCTTCTAGATGGCCCAGACCACTGGGACAGGGAAAGCTGATGAACAGCATGCCCAGG 

36790 36800 36810 36820 36830 36840 

ss. AC003042 GCAGGTTAGATCGGGTTCCAGCCACCATGGAGGAGTCTGTGGGGGGTGGGGTGCCTAAGT 

36850 36860 36870 36880 36890 36900 

SS.AC003042 AGCCCCTACTCCAACTTCTAAGTTCCATGTTGGCCTTGGTTCTAGAGAGCAAGCTGAACC 

36910 36920 36930 36940 36950 36960 

SS . AC003042 CTGCATCCCATATGCAGGGAGCACTGGGACGCCTACATTCATTTTCATCAACTGCATTAG 

36970 36980 36990 37000 37010 37020 

s s . ACO 0 3042 GTTTCTCCAGAGAAACAGAACCAATGTGTGTGTGTTCAAGAGATTATAAGGCATTGGCTC 

37030 37040 37050 37060 37070 37080 

ss. AC003042 ATGCAATGATGGAGGCGGGCAAGTCTCAAGATGTGCAGGGTGAGTCAGCAAGCTGGACGC 

37090 37100 37110 37120 37130 37140 

SS.AC003042 CCAGGAGAGCCGATGGTTTCATTCCAGCCTGAGTTTGAAGGCCTGAGCACCAGGAAAACC 

37150 37160 37170 37180 37190 37200 

SS.AC003042 AATGGTATCATTTCCATTCAAAGGCCAGCACGCTTGAGATCCAGGAAGAGCTGATATTTC 

37210 37220 37230 37240 37250 37260 

SS.AC003042 AGGTCTAGTCTGAAGGTAGGAAGGATTCTCTGACTTGGGAGAGGTCAGACTTTTTGTTCT 

37270 37280 37290 37300 37310 37320 

SS.AC003042 ATTCAGGCCCTCAACTGAATGGATGAGACCCACTCACATTAGGGGTCTGCTTGACTCAGT 

37330 37340 37350 37360 37370 37380 

SS.AC003042 CTACCAATGTAAACGTTAATCTCTTCCAAAAACAGCCTCAGAGAAACACCCAGAATGTTT 

37390 37400 37410 37420 37430 37440 

SS . AC003042 GACCAAACATCTGGGCAACCCATGGCCCAGTCAAGTTGATACACAAAATTAACCACCACA 

37450 37460 37470 37480 37490 37500 



TCAAAGTCTGTATTATTGTGCGCTAGTCCTGGGGTGCAGTGTCCTCTGGTTTACAGAACA 

37510 37520 37530 37540 37550 37560 

TCTTTTACCGATACTCTCATTTTATTTTTATAACTTCTGTTGAAAAGGAAGGGGGTAGAT 

37570 37580 37590 37600 37610 37620 

AGGGCTGGTAGTAATGGTACTATCCCCAAGATGAGGAGGCTGAGAAGCCATCTCAGTGGA 

37630 37640 37650 37660 37670 37680 

AAGCCATGGAGCCAGGACTGGAATGAGCACCTTCCGGAACCTGAGGGACAGATGAAAGCT 

37690 37700 37710 37720 37730 37740 

CACCCTCACCTAAACTTTCAGGCATGAGCTCAAAAGCACAGGTGTGCATGGGAAGCAGTT 

37750 37760 37770 37780 37790 37800 

TCTTGGACATGAGTGAGTGGCTCAAAGGCCACTGATTCTTGAACCTGGTCACACAATGAG 

37810 37820 37830 37840 37850 37860 

ATCAACTAGTAGCTTTAAGAAATATCGGCTGGGCATGGTAGTGCACGCCTGTAATCCTAG 

37870 37880 37890 37900 37910 37920 

CACTGTGGGAGGCCAAGGCGGGCAGATCACCTGAGGTCAGGGAATTTGAGACCAGCCTGG 

37930 37940 37950 37960 37970 37980 

CCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAACTTAGCCGGGTGTGGTGGCAC 

37990 38000 38010 38020 38030 38040 

ATACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAACCGCTTGAACCCAGGAGC 

38050 38060 38070 38080 38090 38100 

CAGAGGTTGCAGTGAGCTGGGATTGTGCCACTGCACTCCAGTCTGGGCAACAGAGCAAGA 

38110 38120 38130 38140 38150 38160 

CTCCGTCTCAAAAAAAGAAAAAATAAAAACCAACACATGGCTCCTTCTCCAGAGATTCTG 

38170 38180 38190 38200 38210 38220 

ATTTAATCAGTCAGGTGCCTCTGGGCTTCTGAAATATTAAAAATATTCTCCTCCTTGACC 

38230 38240 38250 38260 38270 38280 

CCAATGACAAGCCAAAGTGAAACATCACTACACTAGGCACTTGGCCAAGAATGAAGCAGG 

38290 38300 38310 38320 38330 38340 

GATGGGTCAGAGCCTGCGTGGCAGTCAGGGACAGGGAGCTCAAGGGGGGCAGAAGCTGAT 

38350 38360 38370 38380 38390 38400 

CAGTGCAGTTTATGAAGGAATTCTGTCCTCTTTCTTGAGAGGAGTAACTTTGACTTTAAA 

38410 38420 38430 38440 38450 38460 

AAGATCTTAGGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACATTGGGAGGCCGAG 

38470 38480 38490 38500 38510 38520 

GCGGGTGAATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGT 

38530 38540 38550 38560 38570 38580 

CTCTATGAAAAATACAAAAAATTAGCCAGGCTTGGTGGCGGGCGCCTGTAGTCCCAGCTA 

38590 38600 38610 38620 38630 38640 



ss. AC 003042 CTCGGGAGGCTGAGGCAAGAGAATGGCATGAACTCGGAAGGCAGAGCTTTCAGTGAGCCG 



38650 38660 38670 38680 38690 38700 

SS.AC003042 AGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAA 

38710 38720 38730 38740 38750 38760 

SS.AC003042 AAAAAAGATCTTAGGCCCTTTTTAGGCCAGGTTCACACCTGTAATGCCAGCACTTTGGGA 

38770 38780 38790 38800 38810 38820 

ss . AC003042 GGCTGAGGCGGGCAGATCACCTGAGGCCAGGAGTTTGAGACCAGCTTGGCCAACACAGTG 

38830 38840 38850 . 38860 38870 38880 

ss . AC003042 AAACCCCATCTCTACCAAAAAAAAAATATAAAAATTAGCTGCGCGTGGTGCACGCCTGTA 

38890 38900 38910 38920 38930 38940 

ss, AC 003042 GTCCCAGCCACTTGGAAGGCTGAGGCAGGAGAATCACTTGAACCTGGGAGGCAGAGGATG 

38950 38960 38970 38980 38990 39000 

ss . AC00304 2 CAGTGAGCCAAGATCGCGCCACTGCACTCCAGCCTGAGCGACAGAGTGAGACCCTGTCTC 

39010 39020 39030 39040 39050 39060 

SS.AC003042 AAAAAAAAAGGAGCATAGGCCCTTTTTAAACAACTTTAAGTGTTGCTCTAAATTGGCATT 

39070 39080 39090 39100 39110 39120 

ss . AC003042 GCCATTATTAGAATTGAGACAAATCCAATGCAGATGGATTCCAGAGAAAAGTGGAGTACT 

39130 39140 39150 39160 39170 39180 

SS.AC003042 ATTTATTGAGCACCTAATACATGTGAGTTCCTATTGCCCTCCATATTCTCCCAACAATCC 

39190 39200 39210 39220 39230 39240 

SS.AC003042 AGGAAGGTAGGATTATTCCCCTTTCGCCCAGGAGGGCACCGAGGCCCAGGTGGGTAAGGA 

39250 39260 39270 39280 39290 39300 

SS.AC003042 GCGCCCCCCCAAGGTCACATAGCAGTCAGGATTGCAAGTTCGGGGTTGCTATCCTCCAAA 

39310 39320 39330 3934 0 39350 39360 

SS.AC003042 GCCATGCTCCAGGAGGGGAGATTTTTGTCTCTTAGAAGCCATCTGGCAACGTCTGGAGAC 

39370 39380 39390 39400 39410 39420 

ss. AC003042 ATTTCTGGTTTCATAATGAGGGGTCATGCTACAGGCATCTAGTGCGTATAGGTCGGGGAT 

39430 39440 39450 39460 39470 39480 

ss .ACO 030 4 2 TCTGCTAAACATCCTACAGTGCACAGGATGGCTCTCACAACAAAAAATTATCTGGCCCAA 

39490 39500 39510 39520 39530 39540 

ss. ACO 030 4 2 AATGTCAAGGGTGTGGAATTTGAGTCCACCTGCCCTAGTGGTGATTCTCAGCCTTGGCTG 

39550 39560 39570 39580 39590 39600 

SS.AC003042 CACATTAGACCAATGGTGGCGCTTTCGAAAGCCGGATGCCAGGTGGCGCCACACCCATCA 

39610 39620 39630 39640 39650 39660 

SS.AC003042 TGTCAGACTCTCTGGTGTCAGTGTTGGGTTTTTTAAAGCATGCCAGGTGGTTCCAATGTG 

39670 39680 39690 39700 39710 39720 

SS.AC003042 CCACCAGGACAGAAACACTTCTATGCTCCTCACACTGCTGGCTCCTGCTGCTTTCCTGGG 

39730 39740 39750 39760 39770 39780 



ACCCGAGGGGAGGAGTGCCAAATCTGTCTCGGTTGTACAATCAACGGCAAGCCTGCTCCC 

39790 39800 39810 39820 39830 39840 

AGTTCCTCCCCTTGAGGGGAACTGACTCAGTCACCCGTGGGGGGCCCCCGTGGGGTGGGA 

39850 39860 39870 39880 39890 39900 

GGTGTTTGCTAATTTCCCGTCGCCTCTCATGGGGCTGCAGCCAGGAGTCTCCCCGCAAGG 

39910 39920 39930 39940 . 39950 39960 

AGGCTGTGGAAGCTGCCTGAAGACTGGACCGAAGAGCGAGGCTGCCACCTAACGGAGGAA 

39970 39980 39990 40000 40010 40020 

TTGGCCAGAATCTCCCACGTGCTGAGTGATGTTTTATTTGAGCCTCACAACAACCCTGTG 

40030 40040 40050 40060 40070 40080 

AGGTAGGTGCAGAGTCCCGCGGCACAGAAAGATGAGGCCTGCGCTCAAGGCCCCAGGGCG 

40090 40100 40110 40120 40130 40140 

GGGCCGTGTGTGGGCCTGAGGTGCGCACTGTCTACTCCACATCAGGGCCCCGCCCTCCAC 

40150 40160 40170 40180 40190 40200 

CCCCCACATTCTCATACACACATTTGCCACAGGCAATGACTGGTTCAAGAGGAACGGGTC 

40210 40220 40230 40240 40250 40260 

CCCTGGGCTGGGCTGCCTGCCTCTCTGCAGATGTCTAAACTTTCCCTCTU^CTTCCAGGCA 

40270 40280 40290 40300 40310 40320 

GGGCCTGGGAACAGATTCCCTCCATGCTAGGCCATCATGGCTTCCCATGGAAATTAACAA 

40330 40340 40350 40360 40370 40380 

ATCACCATGTCCTACTACAGGTCCAACATCACAACAGGAAACAGCTTCCTCTGGTGTCCA 

40390 40400 40410 40420 40430 40440 

CCGCAGTCCCCTTCCCCCCCCCTCAGACTGTGGTCAATAAACATGGGCCTGGTGCACACT 

40450 40460 40470 40480 40490 40500 

CAGGCAGAGGCTCCCCGCACACTGGAGCCGGCGGAGGCAGGTGCGGCCGTCCCTGACTCC 

40510 40520 40530 40540 40550 40560 

AGCACATGAACACTGTGGACAGTCCACGTCAGCCCTCATTTTGCCTCTCTTTCTCTGGGC 

40570 40580 40590 40600 40610 40620 

CTGAAGACAGCCCTGGGTGCTGAGCCATGCTGAGCCCTTCAGACCTGGCTGAGGGTTCTT 

40630 40640 40650 40660 40670 40680 

GGGGGTCTTGGAGAAGCTGCCTTCTCTCCCCCTCTGTGGGGAAACCCTTCCTCTGGCTGC 

40690 40700 40710 40720 40730 40740 

AAATGGAGTGAAGAAGAATTCCTGCACAGACACAAGGACAAGGGAAGAGAGGACGGAGGA 

40750 40760 40770 40780 40790 40800 

GAAGGATGATGTTTAGAGACCTAGACATTCAGGCAGCCCCTCATCTCATCAACGGGATGT 

40810 40820 40830 40840 40850 40860 

AATTTCCCCATTTTGTACATAAAGCAACTGAGGCACACAAACAGCCAGCAAATGGGATTA 

40870 40880 40890 40900 40910 40920 



SS.AC003042 



GAGGGCATCAAATCCCACCTGCGTGATTAGAGGGATAGAGGAAAGGGAAAGGGGAGTAGA 



SS.AC003042 



SS.AC003042 



SS.AC003042 
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SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



40930 40940 40950 40960 40970 40980 

CTCACCTGCAGCCACAGAGACGTTCAAGGACTCAAGTCCAGGAGGCAGCTGGCGCCGGGG 

40990 41000 41010 41020 41030 41040 

CAGGATGGTGAGGAGAAGCTGGCAGGAGGCCTGCACCTCCTGGGATAGACCTGAGCCCTC 

41050 41060 41070 41080 41090 41100 

ATTCCCTGCAGGGCGTGGGGCTGAGGGTTAGGGTTGCCCAGCTGGACACCCAGTTGCTCG 

41110 41120 41130 41140 41150 41160 

GGAAATGTAATCTGGGCACAAACGCAGGGACATCCACCTACCCAGCACAAGGAGAGTAGG 

41170 41180 41190 41200 41210 41220 

CCGTTCCCAGAGGAACTCCAAGCAACTCATGATGGGGATCTCGGAGGACTGGGGATCCTC 

41230 41240 41250 41260 41270 41280 

TGTGCTTGGGCAGCCCACCGTGCCGGCCACGAGCCAGCCCTGCTGGGCTTTGGTCTGAAA 

41290 41300 41310 41320 41330 41340 

GGGGGAAGAAGATATGTTCTAATTCTTTTTTTATTTTAATTTTGAGATAGGGTCTTACTC 

41350 41360 41370 41380 41390 41400 

TCGCTCAGGCTGGAGTGCAGTGGCACGATCACAGCTCACCGCAGCCTCAACCGCCTGGGT 

41410 41420 41430 41440 41450 41460 

TCTGGTGATCCTCCCACCTCAGCCTCCCAAGTAGCTGGGACTACAGGCACTCGCCACCCC 

41470 41480 41490 41500 41510 41520 

ACCCGGCTAGTTTTTGCATTTTTTTTTTTTGAGATGAGGTTTTGCCATGTTGCCCTGGTT 

41530 41540 41550 41560 41570 41580 

GGTCTGGAACTCCTGGCTTCAAGCGATCCTCCCACCTTGGCCTCCCAGAGTGCTAGGATT 

41590 41600 41610 41620 41630 41640 

ACAAGCGTCAGCCACCATGCCTGCCTCTCCTATTCTAATTCATCAAATCTTCATCAGAGG 

41650 41660 41670 41680 41690 41700 

CTGTATGCAGTGGCTCAAGCCTGTAATTCCAGCACTTTGGGAGGCTGAAGCAGGCAGATT 

41710 41720 41730 41740 41750 41760 

ACCTGAGGTCAGGAGTTCAAAACTAGCCTGGCCCAGGCACGGTGGCTCACGCCTGTAATC 

41770 41780 . 41790 41800 41810 41820 

CCCAGCACTTTGGGAGGCCAAGGCAGGGGGATCACCTGAGGTTGGGAGTTCGAGACCAGT 

41830 41840 41850 41860 41870 41880 

CTGAACAACATGGAGAAACCCCGTCTCTACTAAAAATACAAAATTAGCCGGGCATGGTGG 

41890 41900 41910 41920 41930 41940 

TGCATGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACTCGGG 



SS.AC003042 



41950 41960 41970 41980 41990 42000 

AGGCAGAGGCTGCAGTCAACCGAGATTGCGCCATTGTACTCCAGCCTGGGCAGCAAGAGT 



42010 



42020 



42030 



42040 



42050 



42060 



SS.AC003042 



GAAACTCCATCTCAAATTAAAAAAAAAAAAAAAAAAAAAACCAGGCTCAGTAGCTCACGC 



SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

ss. AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS. AC003042 



42070 42080 42090 42100 42110 42120 

CTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACCTGAGGTCAGGAGTTTGA 

42130 42140 42150 42160 42170 42180 

GACCACCCTGGCTAACATGGTGAAACTCCGTCTCTACTAAAAACACACAAAAAATTAGCT 

42190 42200 42210 42220 42230 42240 

GGGTGTGGTGGCACATGCCTGTAGTCCCAGCTATTTGGGAGTCTGAGGGAGGAGAATCGC 

42250 42260 42270 42280 42290 42300 

TTGAACCCGGGAGGCGGAGGTTGCAGTGAGCTGAGAGCACACCACTGCCTCCAGCCTGGG 

42310 42320 42330 42340 42350 42360 

CAACAAAGCGAGACTCCACTCTGTCTCAAAAAAAAAAAAAAAGACTAGCCTGAGCATCAT 

42370 42380 42390 42400 ■ 42410 42420 

GGTGAAACTCTGTCTCTACTAAAAATACAAAAATCAGCCTGTAATCCCAGCTACTCAGGA 

42430 42440 42450 42460 42470 42480 

GACACGAGGATCTCTTGAGACCAGGAGGCAGACATTGCAGCGAGCTAAGATTGCGCCACT 

42490 42500 42510 42520 42530 42540 

GCACTCCTGCTTGGGTGACAGAGTGAGACCCCCATCTCAAAAAAAAAAAAAAAAAATTAT 

42550 42560 42570 42580 42590 42600 

CCATCAGAGCCCTGGCCAAGGAAGAGCCCAGCCTTGCCCATACATTCATTTATCTGCTGA 

42610 42620 42630 42640 42650 42660 

TCCAGTCAATTAGTCAATAGTTATTAAGCACCTAGCATGGGCTCTGTTCTAGGCACTGAG 

42670 42680 42690 42700 42710 42720 

GACAGGGCACTGAACAAAACAAAACAGACCAAAATCCCAGCCTTGTGGAAGGGCAGGTGG 

42730 42740 42750 42760 42770 42780 

GGATGGACTCACTGAGGTGACATTTGAGTGCAGACCTGAAGGAGAAGGAGGAGCACCGTG 

42790 42800 42810 42820 42830 42840 

CAGACATCTGGGGCAAGAACATTCTAGGCAGAGAGATCAGCAAGCACAGAGGCAGGTGCC 

42850 42860 42870 42880 42890 42900 

TCCCTGGCATGTTTGAGAACAGTAAGGTGGCCAGTGGGAAGAGAGGCGTCAAGACAGAAG 

42910 42920 42930 42940 42950 42960 

AAGGAACAAGAGCCACATGAGGTATGGTCTCCAGGGCTACTGGAAGGACTCTGCCTTTGA 

42970 42980 42990 43000 43010 43020 

ATCTGAGCGGTACAGAGGCTTTGAAAGGTTTTGAGCAGAGAAGTAACATGGTATGACTTC 

43030 43040 43050 43060 43070 43080 

AACAGAATCACTCTGCCTGCTGTGCTGAGAGCCAAGAGCAGAAGAAAGGAGGCCAGGTGG 

43090 43100 43110 43120 43130 43140 

GAAGTTTCTGCAATAACGGTCAACAGATGATGGTGACTTGCTTGGGCCAGAGTGGTAGCA 



43150 



43160 



43170 



43180 



43190 



43200 



GTGGAAACAGGCAGAAATGGTGATAATACGGAAATAACTTTAGTTAAGGATGATGCCAAG 

43210 43220 43230 43240 43250 43260 

GTTTTTGACCTAAACAACCAAAGGGATGGAGTTGCTCCAGAAGGAACAAGCGCTCAGTTT 

43270 43280 43290 43300 43310 43320 

TAGAAATGTTAGGTTTGAAATGCCCGCCTGACAGCAAAACAACAACAACAATAACAACAA 

43330 43340 43350 43360 43370 43380 

CTGTGCAGTAGGCAACTAGATGAGTGAATCTGGAATTCAGAACCAAGGTCCAGGCTGGAG 

43390 43400 43410 43420 43430 43440 

TATACACTTGGGCGGGAATTTGAATTCAGATAGTATTTAAAGCCATGAGACTAGATGAGA 

43450 43460 43470 43480 43490 43500 

CCAACAAGAAATGAACATATACAGAAAAGAGATCCAGGACCAGGTGAGGTGGCTCACGCC 

43510 43520 43530 43540 43550 43560 

TGTAATCCCAGCATTTTGGGAGGCTAAGGCAGGAGGACTTCTTGAAGCCAGGAGTTTGAG 

43570 43580 43590 43600 43610 43620 

ACCAGCCTGGGCAACAAAGTGAGACCTCATCTCTACAAAAAAAAAAAGAAAAAGAAAAAA 

43630 43640 43650 43660 43670 43680 

GAAAGAAAAAAATTAGGTGAGATGGTGTGCACCTGTATCTCCAACTACTCAGGAGGCTGA 

43690 43700 43710 43720 43730 43740 

GGTGGGAGGATGGCTTGAGCCCAGGAATTCGGAGGCTATACTGAGCTGTGATTGTGCCAC 

43750 43760 43770 43780 43790 43800 

TGGACTCCAGGCTGGGCAACACAGCAAGACCCCATCTCTCTCTCTCTCTCTCTCTCTTTT 

43810 43820 43830 43840 43850 43860 

TTTTTTTTTTGAGATAGAGTTTCACTCTTATTGCCCAGGCTGGAGTGCAACGCTGTGATC 

43870 43880 43890 43900 43910 43920 

TCGGCTCACTGCAACCTCCGCCTCCTGGATTCAAGCAACTCTTCTGCCTCAGCCTCCCGA 

43930 43940 43950 43960 43970 43980 

GCAGCTGGGATTACAAGTGCCCGCCACCATGCCCAGGTAATTTTTGTATTTTTAGTAGAG 

43990 44000 44010 44020 44030 44040 

ACAGGGTTTCACCATTTTGGCCAGGTTGGTCTCGAACTCCTGACCTCAGGTGATCCACCT 

44050 44060 44070 44080 44090 44100 

GCCTCAGCCTCCCAAAGTTCTAGGATTATAGGCGTGAGCCACCGTGCCTGGCCAAGACCC 

44110 44120 44130 44140 44150 44160 

CATCTCTTAACAACCGCTCCCGGCCAAGACCTCATCTCTTTTTTTTTTTTGACACGTCAC 

44170 44180 44190 44200 44210 44220 

TCTGTCACTCAGGCTGGAGTGCAGTGGCACAATCTCGGCTCACTACCACCTCCACCTCCC 

44230 44240 44250 44260 44270 44280 

GGGTTCAAGCGATTCTCCTACCTCCGCCTCCCGAGTAGCTGGGACTACAGGCACGAACCA 

44290 44300 4431D 44320 44330 44340 



SS.AC003042 



CCACACCCAGCTAATTTTTTGTATTTTTAGTAGAGATGGTGTTTCACCGTGTTAGCCAGG 



SS.AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

SS.AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

ss.AC003b42 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 



44350 44360 44370 44380 44390 44400 

ATGGTCTTGATCTCCTGACCTCATGATCTGCCTGCCTCAGCCTCCCAAAGTGCTGGGATT 

44410 44420 44430 44440 44450 44460 

ACATGCGTGAGCCATTGTGCCCAGCTGACCCCATCTCTTAACAACAACAACAAAAGAGAT 

44470 44480 44490 44500 44510 44520 

CCGAGGACTAAAATCTGGGAAATGCTAATGCTCGGAAGTCAGGGGGTTGAGGAAGAACCA 

44530 44540 44550 44560 44570 44580 

CTAAAAATGTCTCTCAGAGAGGACATGGTGAAGCAGAAGGAAAGCAGGTATAGTGTTTCA 

44590 44600 44610 44620 44630 44640 

AGGAGGAAGGAGTGGTCAACTGTGCCAGCTGCTGCAGATGGGTCAAGTCAGAAAAGAATT 

44650 44660 44670 44680 44690 44700 

GAGAACAGACCCTGGAATGCAGCAACATGGAGGCCACTGGTGACCTTGATGAAGCCTTTG 

44710 44720 44730 44740 44750 44760 

ATTCAGTGTGAGAGGAAGAGCTGACTGGTGTGAGATCAAGAGCGTGAGAGGGGAATGTTT 

44770 44780 44790 44800 44810 44820 

GCTTGCATGCTGAAGAGAGTGTAAGAGAAAAGTGGATGCTGCAGGAAGAGGAGGAAAATT 

44830 44840 44850 44860 44870 44880 

GCTACAGCAGTGTCTCTGAGTACGCAGGAAGGGATGGGGCCCCAGCACAGGCCCCTGCTT 

44890 44900 44910 44920 44930 44940 

GGGGCACCTCCAGCTCTTCCACAGCAACAGGCGGATGACACTCTCCAGGTCAGATGCTGA 

44950 44960 44970 44980 44990 45000 

TGACAGTAGGGAGATGTGATGCCTGGAGCTTAAGTGGATGTTCTGCAGTGTTTCTGTGTT 

45010 45020 45030 45040 45050 45060 

TTCAGAAGCTACCTGTTCAGGGGCTGGAAGTGATGAGTGGGAACCTCATCTCCTATCAGG 

45070 45080 45090 45100 45110 45120 

CTTGGAGAAAGGGGCTCTCTACAAAAAAGTGAAGCCAAAAAATGCTTCTAGATATGTGCT 

45130 45140 45150 45160 45170 45180 

GTTCAATATAGTAGCCACTAGCTACATGTGGCTATTAAGCAATTGAAAGGTGGCTAATTC 

45190 45200 45210 45220 45230 45240 

AAATCGAGGTGTGTTGTATGTAAAACATTTTTTAAAGGAATGTAAAATATTTCATTAATA 

45250 45260 45270 45280 45290 45300 

ATATTTTTTAAAGGCCAGGTGCGGTGGCTCATGCCTATAATCCCAGCACTTTGGGAGGCC 

45310 45320 45330 45340 45350 45360 

GAGGCGAGTGGATCGCTTAAGGTCACGAGTTCAAGAACAGCCGGACCAACATAGTGAAAC 

45370 45380 45390 45400 45410 45420 

CCCATCTAAATACAAAAAAAAAAAATTAGCTGGGCATGGTGTGTGCCTATAATCCCAGTT 



45430 



45440 



45450 



45460 



45470 



45480 
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ACTTGGAAGGCTGAAGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGCC 
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45490 45500 45510 45520 45530 45540 

AATATTGCACCACTGCACTCCAGCTTGGGCAATAAGAATGAAACTCTCTCAAAAAATTAA 

45550 45560 45570 45580 45590 45600 

TAATATTAATAATAATTAAAATGATTACATGTTAAATTGATATTATTTTGGATATACTGG 

45610 45620 45630 45640 45650 45660 

ACACAATTTATTTAAAATGTCATCTCTTTACTTTTCAATGTGGCTACTAGAAAAGCTAAA 

45670 45680 45690 45700 45710 45720 

ACTACCTATGTTTCTCACACCATATTTTTATTGGACAGCGTTGTTCTAGACAGGTCCCAG 

45730 45740 45750 45760 45770 45780 

AGCTCTCCCCCTTCTTAAGAGGGAAATTTCTCACCCTGCAGTTGGGGTGGGGGTTGGGGG 

45790 45800 45810 45820 45830 45840 

GGGTATGGTCAGAGGGGATTCCATATGCAGAGCAATACTGCCTCCTTGTGTCCAGCAAGG 

45850 45860 45870 45880 45890 45900 

GAAGCACAGCTGAAGACAAACGGATGGGAGAGGGGTTTCCAAGGTTTGTCTCTTGCTAGA 

45910 45920 45930 45940 45950 45960 

TACTAATGGCATAAAGATCTTCTTGTTCAAACATCCTTTCAAGCTGTGCCCTATTCGAGG 

45970 45980 45990 46000 46010 46020 

AACTCAGGTCTCCTGTACGCAGCTCCCCACAGCTGAACAAAATGCATTTACTGAAGCCCG 

46030 46040 46050 46060 46070 • 46080 

ACCTAGTAGGCAAATAGACACTGAGGCTGACTTACAGAAGAGGCAAAGTGGTGCATACCT 

46090 46100 ^ 46110 46120 46130 46140 

GGGGAAGGGGTGCAGGAAAGGGTATAACGCTAGGAAGAATTCAGCTAATGCTCCATTTGC 

46150 46160 46170 46180 46190 46200 

CGTTTTAAAAACTCCAGGACCCTTCCATCCCCAGAGGGATTTAGAAGGCCAAAGGAAGCG 

46210 46220 46230 46240 46250 46260 

GTGCCAACATGCCCCTTTCTCTCCCTCGCCAGGGGCTAGCTTCGTCCCCTTGAAGAGGCT 

46270 46280 46290 46300 46310 46320 

GAGCTGGGCTCACATCTGTTCCTTCCCCTCTTGCCCCTCATTACCTGTAAAAATCCGGTG 

46330 46340 46350 46360 46370 46380 

AGGTCATCAGTGGAGAACACGTCCATCACCTCCATAGCCCCCGCGCTGGACTTGCTGACT 

46390 46400 46410 46420 46430 46440 

ACTGGAGTGAGCGGGCAGCTGCAAGGTTTCCCCGTTCCCCGCATTAGGCTGGGCCATCTC 

46450 46460 46470 46480 46490 46500 

AAGCCCGGCTCCCTACCCTCCCAGGGCTCCCAAGGGCTAGGGGGATGAGAGTTCTGGGAC 

46510 46520 46530 46540 46550 46560 

AGGTAAGTCTGGCTAAGGGATCACCCAAGGGCCAAGGTGCTTAGGAACTCGGCTGCGTCT 



46570 



46580 



46590 



46600 



46610 



46620 
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CGAAGTTGGGGCACATAGAGAATGAGGGACGTCCGTGCCTGTTTCTCCGGCTGGTGATGA 
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46630 46640 46650 46660 46670 46680 

CCTTATCCACTCCGAGGAAGTGTGCGG/^CGCAGCACAGCCCCAAAATTCCGGGGATCCT 

46690 46700 46710 46720 46730 46740 

GGATCCCATCGAGGACGAGCCACAACTGCTGGGGGTCGTCGCCTGGGCTCGCCTCCCCGG 

46750 46760 46770 46780 46790 46800 

CCTCTCTCCAAGGCCGGGGCCGCAGCGGGCTCACCTCCATGCAGACACCCTGGTGGACCT 

46810 46820 46830 46840 46850 46860 

GGTAGCGGCACATTGTGTCCAGTTTCTGCCGTCTGGGCCGCAGAACTGGAATGTCCCGCG 

46870 46880 46890 46900 46910 46920 

CCTCGGGCATCCGGAGCAGCTCGGCCCGCTTCCCCTGCAGCCCAGCTTTACCCGCCTGGA 

46930 46940 46950 46960 46970 46980 

GCAGGAGCCGGGCCACAGAGCGGCGGGCGGCCTGCAGAGCCAGGAGACACGGGGTCATGC 

46990 47000 47010 47020 47030 47040 

CAAACAGAAGCTCCAGCCGAGAGGTCGGCACCAGGTCATCCAGCAGCAAGCGGCTTAGCT 

47050 47060 47070 47080 47090 47100 

CCTCCCCACCAGGCCGCTCCCCATGCCGCGCTGCATGGGAGAAATGACGGGTGACGAGGC 

47110 47120 47130 47140 47150 47160 

GACCCCAGGTCGCGCCCCGGACGGTCGAGAGCAATGCCATGGCGCAGCTCCCGCCAGGGA 

47170 47180 47190 47200 47210 47220 

CTCGATGCCCCTTGCTGCGTCCCCGGGAGCGGTAACCCGCGCCGCAGTTCGCTCCCAGGC 

47230 47240 47250 47260 47270 47280 

TCCCAACACCGAGGTGAAGGGTACTCGACAGCCGTCTCCGCCGAGCTCTCTCGGACAGGA 

47290 47300 47310 47320 47330 47340 

ACAAACAGCCCCGATTACCCACAACTGGACTACCGAGCTACGACCACCCGCTCCCAGGCT 

47350 47360 47370 47380 47390 47400 

CCCACGTGGGTCCCTCGCTTCCGGGTTCGGGAGCCCGCCCCTCCCCGGCCCCTTCCTGAC 

47410 47420 47430 47440 47450 47460 

GGTGTTTTGCGCATGCGTGGCTGCCAGGCTGTCCCCCACAGCGCCTCCCTCAAGGCTAGA 

47470 47480 47490 47500 47510 47520 

GGAGCGGCGAGCTGAGCTGGCCGTACTACCGGCTGCGTCCTGTGTTCCTCGAGGTCCCAG 

47530 47540 47550 47560 47570 47580 

GAGGCCGGGGACCGCATTCACCCACGCACCAGTGAAGGGCCCTTTAAGGAGATGGGTTGG 

47590 47600 47610 47620 47630 47640 

CCTTCCTGGTCAACCAATTCAGTCTTGTTGCCTCCCTCCCCACATCCCGGCGCTGGTGAT 

47650 47660 47670 47680 47690 47700 

TTTTCCCAGAACTTCTCACTAGCCCATCACCAGCCAGCAGGACCCCAACAGTCACTTCCT 



47710 



47720 



47730 



47740 



47750 



47760 
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ATCCCGGGCCGCTGATTCTCTTCCTAAGTGACTCTGAGCCTGTCGTGTTCCTGCTGACAA 
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47770 47780 47790 47800 47810 47820 

GCTCACTAACGCCCCCGTCCCACAGGTAATGGCGAGACTCTTGCGCAGCACTCAGCCCCC 

47830 47840 47850 47860 47870 47880 

CAGCGATCCAGGAAGGCAGGAAGGAGCTGCCTCTTCAGCCCCATCTGGCTCCTTGCTCCT 

47890 47900 47910 47920 47930 47940 

GTGCTTAAGTTCTGAGCTGTTCGCACAGCACTGCATGCTCTTCCAGACCTCTCAGCCTTG 

47950 47960 47970 47980 47990 48000 

CACACCTGTCTTCGCTTTGTCAAACTCCTACATGTTTTCAAGGCCCAAACAAACCCATTC 

48010 48020 48030 48040 48050 48060 

CTGCTACCTAAGGTAATCCATACTCCCATGAGTGAGGCCCCCAATCCACCCACCTGGGAC 

48070 48080 48090 48100 48110 48120 

CTACCTGGAAGAAATTCTGAGACACAAGCACCCCTGATCACAGAGAAGGGGAAAGAATGG 

48130 48140 48150 48160 48170 48180 

AAAGACACTCCTGAAGCCAAGGCAGATTGGTTGCGATTTTTCTTTTTTAATGATCACCAT 

T:TTTTT!T:T!TTT!TGGTT!GCGATTTTT:CTTT:T:TThAT:GATCACCAT 
10 20 30 40 

48190 48200 48210 48220 48230 48240 

GAAATCCACTGGGCCAGGCCCTGGTGTTCTGCTGCCATAGTCAGAGTCAGAGTGGAGGGA 

GAAATCCACTGGGCCAGGCCCTGGTGTTCTGCTGCCATAGTCAGAGTCAGAGTGGAGGGA 
50 60 70 80 90 100 

48250 48260 48270 48280 48290 48300 

TGACCCCAGGAGGGGACAAGAAGCCAAGACTGGGCTGGGGAGCCGAGAAGGAGATAGATA 

TGACCCCAGGAGGGGACAAGAAGCCAAGACTGGGCTGGGGAGCCGAGAAGGAGATAGATA 
110 120 130 140 150 160 

48310 48320 48330 48340 48350 48360 

AGGGGGAGAGGGTGCAGTGGGGCAGGCAGAGGAGGAAGTCTGGAGCCCTGGATT^CAACA 
************************** ***************** 

AGGGGGAGAGGGTGCAGTGGGGCAGGCAGAGGAGGAAGTCTGGAGCCCTGGATAACAACA 
170 180 190 200 210 220 

48370 48380 48390 48400 48410 48420 

CAGATATAAGGTGAAGGCCTCCCTCTGCCACCCCAGCCCTGAGCCACAGACGTTGAGGTG 

**************************Vr************************^**^**^*^ 

CAGATATAAGGTGAAGGCCTCCCTCTGCCACCCCAGCCCTGAGCCACAGACGTTGAGGTG 
230 240 250 260 270 280 

48430 48440 48450 48460 48470 48480 

CAAGAAGATGGGGATTTTGGCCACAACTCCTTTCCCATGTCAAAGGGAAGACACTGAGAG 

*******************^***^V^^V^:^Vt*****:A-***************Slr********* 

CAAGAAGATGGGGATTTTGGCCACAACTCCTTTCCCATGTCAAAGGGAAGACACTGAGAG 
290 300 310 320 330 340 



48490 



48500 



48510 



48520 48530 



48540 



ss .AC003042 CAGACAAAGGCCAAGTGCCCAGGGGCACAAGAACAAGTTAACAAGTAAAACAATTAGGGA 

********************* 

SS . DNA7 7 62 6 . rc CAGACAAAGGCCAAGTGCCCAGGGGCACAAGAACAAGTTAACAAGTAAAACAATTAGGGA 

350 360 370 ' 380 390 400 

48550 48560 48570 48580 48590 48600 

ss . AC00304 2 CACCACCTCCTTTCCCCAGCCCATTTTTCACATTTACAACTGAAGCAATTTGACAAGATG 

********************************-k-k.k*****i,^,^^,^,i,^^^,^^^^^^^^^^^^ 

ss . DNA77 62 6 . rc CACCACCTCCTTTCCCCAGCCCATTTTTCACATTTACAACTGAAGCAATTTGACAAGATG 

410 420 430 440 450 . 460 

48610 48620 48630 48640 48650 48660 

SS.AC003042 ATATAAAAATCTCAAACAAATTTTCTAGCCCCTGGTCGGGGTGTGGACAGGAAGTGGTAT 
********************* **************i,i,i,^,^^,^,^^^i,^^^^^^^^^^^^^^^ 

ss . DNA77 62 6 . rc ATATAAAAATCTCAAACAAATTTTCTAGCCCCTGGTCGGGGTGTGGACAGGAAGTGGTAT 

470 480 490 500 510 520 

48670 48680 48690 48700 48710 48720 

ss . AC003042 CCCGTGATCCAGAAATCAACACCTAAAATCCAGAGGCAGGAGGCAAGCCATGAAGGGTGG 
****************************** **^,^,^,^,^,^,^,^,^,^,^,^,^,^,^,^,^,^^,^,^^^^^^^^^ 

SS . DNA77626 . rc CCCGTGATCCAGAAATCAACACCTAAAATCCAGAGGCAGGAGGCAAGCCATGAAGGGTGG 

530 540 550 560 570 580 

48730 48740 48750 48760 48770 48780 

ss . AC003042 GGAGGGAAGGAGGAGCTCCCACAGTCACTAGGTCACCTGCTCCGTGGGCCTCATCTGGAT 
******************************■^,*1r^,^,^,^,^,^r^,^,^,^,^,^,^,^,^,^,^,^^^,^^^^^^^^ 

SS . DNA7 7 62 6 . rc GGAGGGAAGGAGGAGCTCCCACAGTCACTAGGTCACCTGCTCCGTGGGCCTCATCTGGAT 

590 600 610 620 630 640 

48790 48800 48810 48820 48830 48840 

SS.AC003042 GTCTCCAATCTGTGGAAGGTACAAGGCATGAGGCAGCTGTGACACTCTCCCCTGGCCCTG 

SS . DNA77626 . rc GTCTCCAAT 

650 

48850 48860 48870 48880 48890 48900 

SS.AC003042 CAGGGCTCCCTGCTCCCCTCCTCTGGGGCTGGTTGGGTTCCTCCAGTGAGTAGACAGTCA 

ss.DNA77626.rc 

48910 48920 48930 48940 48950 48960 

SS.AC003042 GGGCCAGACTCACCTGGATGTGTGCGGGGGTGCTGAGGACGTAGATAACAGCCTCGGCCA 

ss . DNA77626 . rc CTGGATGTGTGCGGGGGTGCTGAGGACGTAGATAACAGCCTCGGCCA 

660 670 680 690 700 

48970 48980 48990 49000 49010 49020 

ss .AC00304 2 CATCCTCGGGTTTGAGACACTGAGAGCACCAGGGGAATGGGTTGAGACAAGGACAGAATG 

ss . DNA77626 . rc CATCCTCGGGTTTGAGACA 

710 

49030 49040 49050 49060 49070 49080 

SS.AC003042 GACTCAAATTCCCTCCCACCACTGAGCTTCTCTGTGGCATCCACACATCCACCCCAACCC 

ss. DNA77626.rc . 



- 49090 49100 49110 49120 49130 49140 

ss . AC003042 TCCAGGAGGAGCCACAAAGGCTGGAAGAGTGGAGTCTGAAGGCCGAGCTTCCCTCTGCCT 



49150 49160 49170 49180 49190 49200 

TCATTTAGGGAGTCAGTGGCTTCACCAGGCTCAGAGGGAGGCCCCACCTTCATTTGCTCA 

CTTCATTTGCTCA 
720 730 

49210 49220 49230 49240 49250 49260 

TAGGTGGCAGCTGCCTTCTCAGGGTCCTTGTCGTGGAGTTTGAAGGCGAATTGTGTCTCC 

TAGGTGGCAGCTGCCTTCTCAGGGTCCTTGTCGTGGAGTTTGAAGGCGAATTGTGTCTCC 
740 750 760 770 780 790 

49270 49280 49290 49300 49310 49320 

ACCACACCTGGAGAGATGCACTGGGCCAACAGAGAGGGCCTTCTCAGGGGCTGAGCTTTG 
******************** 

ACCACACCTGGAGAGATGCA 

800 810 

49330 49340 49350 49360 49370 49380 

CCAGGTCTTGGGGAGGTCGAGGGGAGAGGATGGAGGCCACAGAACCCCAGCTTCACAGTG 



49390 49400 49410 49420 49430 49440 

SS.AC003042 ATGGCTGCCTGATATCCGGCAGCGGCCTCCTCCCTCCGAAGCTGCCACTGGCAGTGACCA 

ss.DNA77626.rc 



49450 49460 49470 49480 49490 49500 

SS.AC003042 CAATGATACCTACCATCTACAGAGCCTTTCCTATATGTCAGGTAAACGTTTTACAAAAAA 

ss.DNA77626.rc 



49510 49520 49530 49540 49550 49560 

SS.AC003042 GTGTCCCTGAAAAGCTCATCATCTCCTTTTCACAAGTGAGAAGGCCGAGGCTTAGGGAGG 

ss,DNA77626.rc 



49570 49580 49590 49600 49610 49620 

SS.AC003042 TTCAGTGACTCGCTCACGATCATGCGGCCTTCAAGAGAAGAGCCCAGAGTCCCGGTTTCC 

ss.DNA77626.rc 



49630 49640 49650 49660 49670 49680 



SS.AC003042 
ss.DNA77 626.rc 

ss. AC003042 
ss. DNA77626.rc 

SS.AC003042 
ss. DNA77626.rc 

SS.AC003042 

ss.DNAVTfi^fi.-rn 



SS.AC003042 
ss .DNA77626.rc 



AGCCACTGTGCACCTGGTTTCCCACAGTCCCTTGCTTTCCCTCAGGTCAGCCCCCTCCCA 



49690 49700 49710 49720 49730 49740 

ss. AC003042 GCTCAAAGTCTAAGTCTGGTCGTTGGCTCCTGGATCAGTGAAATGAGGAAATGAAGGGCT 

ss.DNA77626.rc 

49750 49760 49770 49780 49790 49800 

ss . AC003042 GCATAGGGCCATGCCTGGAGCAGCAGCACCCAGTTCTGTGCCCAGTCCACTCCCAGGAGC 

ss.DNA77626.rc 

49810 49820 49830 49840 49850 49860 

ss . AC003042 TCTGAGCGGCACATTCTGAACATGGGCTTCCTGAACGGTGTGTGTGGGTGGGGAGGGCCT 

ss.DNA77626.rc 

49870 49880 49890 49900 49910 49920 

ss . AC00304 2 GCGCCACCCTGTGCCCACCAGGGCTAGGCCACAGCCTCACCGTGGCTCGGATGTGGGTCT 

ss . DNA7 7626 . rc CGTGGCTCGGATGTGGGTCT 

820 830 

49930 49940 49950 49960 49970 49980 

SS.AC003042 GGGCCTCCCGAAGCTCTTGCCTCAGTCCCTCTGTCAGCGCAGTGACGGCATACTTGGTGG 

SS . DNA77626 . rc GGGCCTCCCGAAGCTCTTGCCTCAGTCCCTCTGTCAGCGCAGTGACGGCATACTTGGTGG 

840 850 860 870 880 890 

49990 50000 50010 50020 50030 50040 

SS.AC003042 CACTATAGAAGTGGGTCACAGACAGGGGTAACACTCGGTGGCCAGACATGCTGGGTGGGG 

SS . DNA7 7 62 6 . rc CACTATAGAAGTGGGTCACAGACAGGGGTAACACTCGGTGGCCAGACATG 

900 910 920 930 940 

50050 50060 50070 50080 50090 50100 

SS.AC00304 2 AGAGGAAGGGGAAAGAGGAGAGAATGAAGTTCCAGGGAGACCAGTGGTGCTCCTGCCGTA 

ss.DNA77626.rc 



SS.AC003042 
ss.DlSIA77626.rc 



50110 50120 50130 50140 50150 50160 

CCCGGTCAGCCCCACCACCCAGATGCCCATCGGGAAGACTTCTAAAGGGGACCTCTACTG 



50170 50180 50190 50200 50210 50220 

ss . AC00304 2 - GCCATCCTACAGCTCACTAATCTAATTTTGGTTATTCAAACAGCTTTGGAAAACCCTCCT 



ss.DNA7762 6.rc 



50230 50240 50250 50260 50270 50280 

SS.AC003042 TTTCCTGGAACTCATCCCTAAGCTGACGACAGAATGCACTCTCCTGGTGGTGCAGAATGT 



ss.DNA77 62 6.rc 



50290 50300 50310 50320 50330 50340 

SS.AC003042 CAGAATTCTCTCCATCTAATCTGTATGTTCACTGATACGGTTCTATTGGGACATCTCAAG 

ss.DNA77626.rc 



50350 50360 50370 50380 50390 50400 

ss. AC 003042 GCAGGTAGAGGCCATGTCCCCCCTCAGACTGGGGCTCCCCAGTGGCAGACACTGTACATA 

ss.DNA77 626.rc 



50410 50420 50430 50440 50450 50460 

ss . AC003042 GTACTCTTTGTGCCATGAGGTGGGGTTCATCCCCAGGCCTGAGGAATCGAGGCACTTAGT 

ss.DNA77 626.rc 



50470 50480 50490 50500 50510 50520 

SS.AC003042 CCCAGGAGAGGCCCCAGGCTTCAGCTGTAGAGGGAAGGGGCTAAGCTGCCCATTCCAGCC 

ss.DNA77626.rc 



50530 50540 50550 50560 50570 50580 

ss . AC00304 2 AACCAGGGGCTGGTACTTGACAACATTATTCTTTCCCTCACCATAATTGTGCCATTCAGG 

ss.DNA77626.rc 



50590 50600 50610 50620 50630 50640 

SS.AC003042 TATTAAATCTGTATTTTCCCACCAAGGAAACTGAGGTCCAAAGAGGTCAGGTGAGCTGCA 

ss.DNA77626.rc 



50650 50660 50670 50680 50690 50700 

SS.AC003042 GCACATTACCCAGCCTGGTGGGTGAGTGGTACCCATTGGCCACCTGCCCTCACCTATTGA 

SS . DNA7 7626 . rc CTATTGA 



50710 50720 50730 50740 50750 50760 

SS.AC003042 TGTTAATGATGTGCCCATCGTCCACATTCCGCTCCTTCATGGACTGGTAGGCTTCCCGTG 

SS . DNA77 626 . rc TGTTAATGATGTGCCCATCGTCCACATTCCGCTCCTTCATGGACTGGTAGGCTTCCCGTG 
950 960 970 980 990 1000 

50770 50780 50790 50800 50810 50820 



SS.AC003042 TGCAGATGCTGAGGGCCAGCACGTTCACCTGCAGGCCAGGGAGGGCAATGAGGTGTCTCC 

ss . DNA77 626. rc TGCAGATGCTGAGGGCCAGCACGTTC 

1010 1020 1030 

50830 50840 50850 50860 50870 50880 

SS.AC003042 ACTCCGGCCCAACTGAGCAAGTGATGGAGCCACAGAATGCTAGGGGGGAAGGGGGCAGTG 

ss.DNA77 626.rc 



50890 50900 50910 50920 50930 50940 

ss. AC003042 TGGCATTCCAAAACAGTGTCCAGGTCCCCCCGGAGACCAGCCACAGGCACAGAGCATCTT 

ss.DNA77626.rc 



50950 50960 50970 50980 50990 51000 

ss. AC003042 GTCTTCTACACGAGATGCCCCTCTCCCTAAAGCCGCAACCCCCAGTTGATAACAGAGGTA 

ss.DNA77626.rc 



51010 51020 51030 51040 51050 51060 

SS.AC003042 GCTCCTCACCTGGCTGACCCCCCAAGTTCCTGCAAACAAGAATGGAAACCCTTCAAACCC 

ss.DNA77626.rc 



51070 51080 51090 51100 51110 51120 

SS.AC003042 ACTCCTGACCCAGGAGACTCTGTCTTGGCCATCTCCTCTATGAACAGTAGCACAGACCCT 

ss.DNA77626,rc 



51130 51140 51150 51160 51170 51180 

SS.AC003042 CTAATTCCATAGGGAATCATTTCCATTTCTTCCCCCAAATACCCTACTCTTCTCTTCTCT 

ss.DNA77626.rc 



51190 51200 51210 51220 51230 51240 

ss. AC003042 GTGACAGTCTCTGGCCCTGCTCCCTCCTAAACTGCTCAAAATCCTTACCAAAATGGCTTA 

ss.DNA77626.rc 



51250 51260 51270 51280 51290 51300 

ss. AC003042 CAAATCTCTCTCCTCCGGCACACAGCCTAGCCTCTCCCTACCTTCCTCAGCTACTCTCTG 

ss. DNA77626.rc 



51310 51320 51330 51340 51350 51360 

SS.AC003042 CTCCTTCCCCATCCCCTCCCTTGAGATGAGTGGAGAAGAGAAGGCCTGACCCTCCTTTCT 



ss. DNA77626.rc 



SS.AC003042 
ss.DNA77626.rc 



51370 51380 51390 51400 51410 51420 

ATGCCTTCCTTTAACGTGGGTTCCATCTACAAGACTAGGCACGGAGACTCTAGAGGGTCA 



SS.AC003042 
ss.DNA77 626.rc 



51430 51440 51450 51460 51470 51480 

GGTAACTTGCCACTCCTACTCCCTCTGGCAGAGGTGACCCCCACATCCCCACCCTTCAGG 



ss. AC003042 
ss. DNA77626.rc 



51490 51500 51510 51520 51530 51540 

GAACAGAGGTCTGAAGGCGTGTCTGCTGTAAAGCGCCTACACTGCCCCACCCGTTGGCCC 



SS.AC003042 
ss. DNA77 626,rc 



51550 51560 51570 51580 51590 51600 

CACTCATTAGCCTCACCCGGAGGACAAGCAGAGATAAAGCTTTCAGCAGGTCCTCAGGCC 



SS.AC003042 
ss.DNA77 62 6.rc 



51610 51620 51630 51640 51650 51660 

TCTCCTCTTAAGAAGAGAGGGAACCAGCAGGAGATTAGATGTTTCTCTTAATCAGGTGGC 



SS.AC003042 
ss.DNA77626.rc 



51670 51680 51690 51700 51710 51720 

AGAGCCTGCCATGAGGAACAGAACACCTTTGGTGTGAACCTGTCTTGGTGTTCATGGCAG 



SS.AC003042 
ss.DNA77626.rc 



51730 51740 51750 51760 51770 51780 

TAGGAAGAGATGGGTGCCAGGACAGGGAGGTTTCCAGCCGTGTTTCTCATCTTCTTGGCA 



SS.AC003042 
ss.DNA77626.rc 



51790 51800 51810 51820 51830 51840 

ATGTGGGCTTGTGAGGCAGAGAACTCAGCCCCTGGCAGGTAGAGTGGGAGAAATAGATCC 



SS. AC003042 
ss.DNA77626.rc 



51850 51860 51870 51880 51890 51900 

CCTGGGACCAGGTGAGTAAATCTCCCAGGTCTAGGGTATCAGGGGCAGGGAAAGAGAAGA 



51910 



51920 



51930 



51940 



51950 



51960 



SS. AC 003042 TGCCTCATAGGATGATCCTAATAGACTCAGATAATGTTCAAGCTGAAAGGAGCTGTAGGA 
ss.DNA77 626.rc 

51970 51980 51990 52000 52010 52020 

SS .AC003042 ATTTAATGTAAGTCCCTCATTTTACAGATGGGCGAGTTGAGGTCCAGGTTTAGAGACCCA 

ss.DNA77 626.rc 

52030 52040 52050 52060 52070 52080 

SS . AC003042 TGTGCTGTGGGTGAGGACCATGGCTCTGATCTCCAAGAAGGCTGAGGGCTTCATTTTCAT 

ss.DNA77 626.rc 

52090 52100 52110 52120 52130 52140 

SS.AC003042 GGCTTCATTTCCAGGCCCAAGCATCTGTGAGGTGCTAAGTCTACTGTCAGCAGATGGGAA 

ss.DNA77 626.rc 

52150 52160 52170 52180 52190 52200 

SS .AC003042 AGGATTGTGGGGAGAAAAGAACACCCCATTCACACACTGCTTTCAACTTCTCAGGATACT 

ss.DNA77 626.rc 

52210 52220 52230 52240 52250 52260 

ss . AC003042 TTTATACCCTACTATCACCCCATCATACCATCCAGAAGTTGAAAACCCATGTCCTGAAAG 

ss.DNA77626.rc 

52270 52280 52290 52300 52310 52320 

SS.AC003042 TTGGGTTTGGCCTGTGCACAGTTTCAAAACATTTTAAAAACCCTTCCAACATGTACTGGA 

ss.DNA77626.rc 

52330 52340 52350 52360 52370 52380 

ss .AC003042 AAGTTTCATTTATTCAATAACTATCTTTTCAGTGCTTATGGGATCAAGCCATACCAGAGA 

ss.DNA77626.rc 

52390 52400 52410 52420 52430 52440 

ss . AC00304 2 ATAAAACAGATAAAATACTTGCCCTCATGGAGCTGTCATTTTAGTGAATGGGAGTGGGGG 

ss.DNA77626.rc 

52450 52460 52470 52480 52490 52500 

ss . AC00304 2 GGTGTCACATAAAATCAGACTCCCCACTTCTCTCAAAGAAATCATAAGATCAGCTGGGCG 

ss.DNA77626.rc 



52510 52520 52530 52540 52550 52560 

ss . AC003042 TGGTGGCTCACACCTGTAATCCCAGCACTCTGGGAGACCAAGGCAGGCGGATCACGAGGT 

ss.DNA77 626.rc 

52570 52580 52590 52600 52610 52620 

ss . AC003042 TAGGCGATACAGACCATCCTGGCCAACATGATGAAACCCCATCTCTACTAAATACAAAAA 

ss.DNA77 626.rc 

52630 52640 52650 52660 52670 52680 

ss . AC003042 AAATTAGCTGGGCATGGTGGTGCCCGCCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAG 

ss.DNA77 626.rc 

52690 52700 52710 52720 52730 52740 

ss . AC003042 GAGAATAGCTTGAACCCAGAAGGCGGAGGTTGCAGTGAGCCAAGATCACGCCACTGCACT 

ss.DNA77626.rc 

52750 52760 52770 52780 52790 52800 

SS.AC003042 CCAGCCTGGTAACTACAGAGCAAGACTTCGCCTCAAAAAAAAAAAAAATTTCATCAAATC 

ss. DNA77626.rc 

52810 52820 52830 52840 52850 52860 

ss . AC00304 2 AGGCCACACTGGGCCCACACCACCATAGAGCAACTATGCAGGATTTGAGCAGTGGCTGTG 

ss.DNA77626.rc 

52870 52880 52890 . 52900 52910 52920 

ss . AC00304 2 TGCTTCCTCACACACCACAGACCCCTCCTAACCTCCCTCACTCCTTTATGTACCTACCTG 

ss. DNA77626.rc 

52930 52940 52950 52960 52970 52980 

ss . AC00304 2 GCCCCAGGGGACATTGGAGCTGTGACCCCAGATATTGATGATAGAGGTGTGTTCATCCCA 

ss.DNA77626.rc 

52990 53000 53010 53020 53030 53040 

SS.AC003042 ATTAATTGTGACAAGACTGAAGCTCAAGGAAGGTAACCAACCTGCCTAAAGTCACATAGT 

ss. DNA77626.rc 

53050 53060 53070 53080 53090 53100 



SS .AC003042 TACTAGTGAGGCTAGGTAAGAATATCATCACTTGTCTCTCTCTTCCTTTTCTTCCCATAA 
ss .DNA77626.rc 

53110 53120 53130 53140 53150 53160 

ss. AC 003042 CATCACGTTCCCAAGCACCCAGGCACAGGACTGACAAGTGGGAAACATTCAACAGGCAGC 

ss.DNA77 626.rc 

53170 53180 53190 53200 53210 53220 

ss . AC003042 AGTTCTCTCCCCTAACAATCTTTCTTCTAACACAAGGAAATCACTCTAGACTTTAAGAAC 

ss.DNA77626.rc 

53230 53240 53250 53260 53270 53280 

SS.AC003042 TACCTTCAGGTCGGGCGTGGTGGCTCATGCCTGTAATCCCAGCACGTTGGGAGGCCAACA 

ss.DNA77 626.rc 

53290 53300 53310 53320 53330 53340 

ss . AC003042 TGGGCAGATCACCTGAGATCAGGAGTTTGAGACCAGCCTGGCCAACAAGGTGAAACCCTG 

ss.DNA77626.rc 

53350 53360 53370 53380 53390 53400 

ss . AC003042 TCTCTACTAAAAATACAAAAAAATTAGATGGGCATTGATGATGGGTGCCTGTAATTCCAG 

ss.DNA77626.rc 

53410 53420 53430 53440 53450 53460 

SS.AC003042 CTACTCAGGAGGCTCAAGCAGGAGAATCGTTTGAACCTGGGAAGCGGAAGTTGCAGTGAG 

ss.DNA77626.rc 

53470 53480 53490 53500 53510 53520 

ss . AC0030 4 2 CAGAGATCATGCCACTGCACTCCAGCCTGGGTGACAAAGCAAGACTCTATCTCAAAAAAA 

ss.DNA77626,rc 

53530 53540 53550 53560 53570 53580 

ss . AC0030 4 2 AAAAAAAAAAAAAAAAAAAGAACTACCTCCAGGGGCTCAAAGAAGAGAAGAGCTGATATG 

ss.DNA77626.rc 

53590 53600 53610 53620 53630 53640 

SS.AC003042 GCCATTCATCCACTCTCTATCCCTCTGGTAGGGCAAGAAGCCAAGAGAGAGTCAAGATGC 

ss.DNA77626.rc 



53650 53660 53670 53680 53690 53700 

ss. AC 003042 CCCAGGTGGGAACCCGAAGCTCCCTCTTCCTAGATGTCCCGTCCCCAGCAGCACTCTGGT 



ss.DNA77 626.rc 



53710 53720 53730 53740 53750 53760 

ss . AC00304 2 TCACAAACCCCTGGCTCCCCTCTCTCCTCCCCACCCTCCACCTGGAAGATGGAGGCTTGG 

ss.DNA77 626.rc 



53770 53780 53790 53800 53810 53820 

ss. AC 003042 AGCTCTTACATTGAACATGTCCTTCCAACCACTGGTGCTGCCTGAGAGCAGGGTGTCAGG 

ss . DNA77 626 . rc ACATTGAACATGTCCTTCCAACCACTGGTGCTGCCTGAGAGCAGGGTGTCAGG 

1040 1050 1060 1070 1080 

53830 53840 53850 53860 53870 53880 

ss. AC 003042 CCGGGCCAAGCCAGCATTGTTGATGCAGATGTCTACACCGCTGTGCTGAGAACGGATAGC 

ss . DNA7 7 62 6 . rc CCGGGCCAAGCCAGCATTGTTGATGCAGATGTCTACACCGCTGTGCTGAGAACGGATAGC 
1090 1100 1110 1120 1130 1140 

53890 53900 53910 53920 53930 53940 

ss. AC 003042 TGAGAACATGGAGAGGATGTCCTCTTCATTTGATAGGTCACATCTGTAGGGGATCAAAGT 

SS . DNA7 7 62 6 . rc TGAGAACATGGAGAGGATGTCCTCTTCATTTGATAGGTCACATCTGTAGGGGATCAAAGT 
1150 1160 1170 1180 1190 1200 

53950 53960 53970 53980 53990 54000 

SS.AC003042 CCCGGGGTAGCCTGCACTCTTACATTCAGCAGCCAGCTCCTATGAAACCCAACAGGGGTC 

s s . DNA7 7 62 6 . r c CCCGGGGTAGCCTGCACTCTTACATTCAGCAGCCAGCT 

1210 1220 1230 1240 

54010 54020 54030 54040 54050 54060 

ss. AC 003042 TGACTGGGGTGAGCAGCTCACTCCCACGGCTCCCTAGCCAGCCTCAGACCCCGACCCCCG 

ss..DNA77 626.rc 



54070 54080 54090 54100 54110 54120 

SS.AC003042 TCACACTCATAAAACATGCTCCTTTGGCAGCTGACTTTCAGCCACGAAGATGTTGGACTG 

ss.DNA77626.rc : 



54130 54140 54150 54160 54170 54180 

ss . AC00304 2 CCCATCCCCTAAGTCTGTCCTCTTTGGTCAAAGTCTAAGGGATGACAGTGCTCCCCGAGT 

ss.DNA77626.rc 



54190 54200 54210 54220 54230 54240 



SS.AC003042 GATGAAGGGAAAAGGCTGTTATCAATGGAGAAACCTCACTATAAACTCAAGTCCTGGCTG 
ss.DNA77 626.rc 



54250 54260 54270 54280 54290 54300 

SS.AC003042 GGCGTGGTGGCTCATGCCTGTAATCCCAACACTTTGGAAGGCCAAGGCGGGTGGACCAGT 

ss.DNA77626.rc 



54310 54320 54330 54340 54350 54360 

ss . AC003042 TGAGGTCAGGAGTTTGAGACCAGCCTTGGCTAACTTGGTGGAACCCTATCTCTACTGAAA 

ss.DNA77 626.rc 



54370 54380 54390 54400 54410 54420 

SS.AC003042 ATACAAAAATTAGCTGGGTGTGGTGGCTACTTGGGAGGCTGAGGCACAAGAATCACTTGA 

ss.DNA77 626.rc 



54430 54440 54450 54460 54470 54480 

ss. AC003042 ACCCAGGAGGCGGAGGTTGCAGGAGCTGAGATCACGCCACTGCACTCCAGCCTGGGTGAC 

ss.DNA77 626.rc 



54490 54500 54510 54520 54530 54540 

SS.AC003042 AGAGCAAGACTGTGTCTCAAATAAATAAATAAATAAATAAATAAACTCAAGTCCTGGGTG 

ss.DNA77626.rc 



54550 54560 54570 54580 54590 54600 

SS.AC003042 GAACAGGGGCCAGGGACCTAGAGAATGGAGTGCTCTCTCTTTTCTGCCTCTTCCTCAACA 

ss.DNA77626.rc 



54610 54620 54630 54640 54650 54660 

SS.AC003042 GGAACACCTCTTCTGCCCATAGGTAATATGCGCCTCTCCACCACTTCATGCTTCTACACC 

ss.DNA77626.rc 



54670 54680 54690 54700 54710 54720 

SS.AC00304 2 AGTCCCGAGAGTCACTGGGCTGGTTAACCCAGCTTCTTCTGCATTGTGTCAGCCAGTCCC 

ss.DNA77626.rc 



54730 54740 54750 54760 54770 54780 

SS.AC003042 TCATCTCTGAACTATTCCCCTCCCCTCGCAAACTGCAGCCAACTGGCTCAGAGTTCTCAG 



ss.DNA77626.rc 



SS.AC003042 
ss.DNA77 626.rc 



54790 54800 54810 54820 54830 54840 

ACATGCCTTTCAACCAAGCCCAGCTGCCAATCTTCTCTCCCTACCTAAAGGAGGGGTCAG 



SS.AC003042 
ss.DNA77 626.rc 



54850 54860 54870 54880 54890 54900 

AAAGTCAGGACAGATTCTTTCTCTCTGAGCCCTGGTGCACCACCCTCCCCTCTGAGGTTT 



SS.AC003042 
ss,DNA77 626.rc 



54910 54920 54930 54940 54950 54960 

CTCAGGAGACTATGAGGCAATTCAGGTGGCAGGTGCCATTGAACACCCCCTGTGCATCTC 



SS.AC003042 
ss.DNA77 626.rc 



54970 54980 54990 55000 55010 55020 

CAGGCCCTCAGCATGCCAAGAAAGACCTGAGAAGGCAGAGCCACTGAGAGGCAGCCCAGG 



SS.AC003042 
ss.DNA77 626.rc 



55030 55040 55050 55060 55070 55080 

GGGAAGCTGACATTCAGAGGCAAGAAGAAAATACGTTCTGTGGCCTTCTTTGGAAGCCAG 



SS.AC003042 
ss. DNA77626.rc 



55090 55100 55110 55120 55130 55140 

TGACTGGGCACTTGAGCCTTGTGATGGTGACTGTGTAGACGTGGGCGAGGGGGAAGGGGC 



SS.AC003042 
ss.DNA77626.rc 



55150 55160 55170 55180 55190 55200 

GTGCGGTGCCCTAGAGGAAGGCCAGCTTGGCCAGCTGCCCTGGCCTGGAGCCCCTTCCTC 



SS.AC003042 
ss.DNA77626.rc 



55210 55220 55230 55240 55250 55260 

CTCCCAAGCTGAGCCAGGAATAAAGGACAGGATCGGGTGTCTTGGGACATTCTTTTCTGC 



SS. AC003042 
ss.DNA77626.rc 



55270 55280 55290 55300 55310 55320 

TTTGACTTTCTGTGAGTTCAAAAGGTATAGTCCTCTGAGAATCAGAAACCCCCCTTCACC 



55330 55340 55350 55360 55370 55380 



SS.AC003042 AGATTTTACCCACATTTGATCACTTCAGGAAACAGGAGTTTTCTCTGTAGGAAGCTAGAA 
ss.DNA77 62 6.rc 



ss,AC003042 
ss.DNA77626.rc 



55390 55400 55410 55420 55430 55440 

CCCAAATTCTGCTTTAACATCAATGACTGAATCAATCAAAGCAGACTGTGGGCAAGGAAG 



SS.AC003042 
ss.DNA77626.rc 



55450 55460 55470 55480 55490 55500 

ACTGCAGCTTTCCCCTCCCCTGGTGTACATCTTCCCGCTTCCTCCTCTAGACTCAAAATT 



SS.AC003042 
ss.DNA77626.rc 



55510 55520 55530 55540 55550 55560 

CCTGCCACAAGAAAACCAGAAGGGATGAGCTCAGAATGTATTTCTCCCTGTCACTGCCTT 



SS.AC003042 
ss.DNA77626.rc 



55570 55580 55590 55600 55610 55620 

CCTGTTGCCCCACCTGTGCCACCTGATCTCCCTACCTCCCCTCAGTAATGATCTACAACA 



SS.AC003042 
ss.DNA77626.rc 



55630 55640 55650 55660 55670 55680 

TCATGTCACCCCCTCACAACAGGGGCATTCTCCTCTCAGACATGGAGTCACCCTGGGACT 



SS.AC003042 
ss.DNA77626.rc 



55690 55700 55710 55720 55730 55740 

GAGTGATCAGCCTGGGGATCCCCTTGGGGCTCAGGCCCCCCCTTCCTGGCTAGCTTGCGG 



SS.AC003042 
ss,DNA77626.rc 



55750 55760 55770 55780 55790 55800 

TAGGGGAGTAGGTGAGAAGGCAAGAGTGGCTTCAGAATTACAGAATCCAGTTGTTTAATC 



SS.AC003042 
ss. DNA77626.rc 



55810 55820 55830 55840 55850 55860 

CCTGGCCTGATCCTCTGGGCTCCAAGGCTGGGGCTGGGTCCTGAGCTCCTCAGAATAGGA 



SS.AC003042 
ss. DNA77626.rc 



55870 55880 55890 55900 55910 55920 

TAAAGGGAGGAAAGAGTGGGGCAGTGATGGAGCCAGGTGACCTTGGGATTATCTGGGTTA 



55930 55940 55950 55960 55970 55980 

ss. AC 003042 TAAAGCATACCTTTGGTCAGCAGCAGGGGAG.GGGACAGTCCTCCTTCCTGTATACCTTCT 

ss.DNA77 626.rc 

55990 56000 56010 56020 56030 56040 

SS.AC003042 CCCTCTGCCCCCACCCAAGGCCTCCTTACCCTTTCCCTGCCTGAGGACTTTGAGCACGGT 

ss.DNA77 626.rc 

56050 56060 56070 56080 56090 56100 

ss . AC003042 GGAGATAAAGCCCTGCAGCTAAGCACTAGCCCGACACTGAGAATGAGCTTACAGGGCACA 

ss. DNA77626.rc 

56110 56120 56130 56140 56150 56160 

ss .AC00304 2 TCCAGAGAGAGCCTAGCACAGAAATTCCTCCCTGCTCCAAAATGGCCATCTTGATTTTTC 

ss.DNA77626.rc : 

56170 56180 56190 56200 56210 56220 

ss . AC003042 TCTGAGCTCTGAGGGCTCCCAACCCCACGTCAAGAGCAGAGTAAGGAGTTCCAGGTTGCT 

ss. DNA77626.rc 

56230 56240 56250 56260 56270 56280 

SS.AC003042 TTATCCTCTCAAGGTTTCCGCCCGATTTCACCCACTCTGTTCGCCCCAGGAGAGTGGAGG 

ss.DNA77626.rc 

56290 56300 56310 56320 56330 56340 

SS.AC003042 AGGGCCCACTAATGAATATTCCATTCATTCCTCATGCCACTGGGCATGAGTTACCCCCGA 

ss.DNA77626.rc 

56350 56360 56370 56380 56390 56400 

ss .AC003042 GGTGAGGGGGCGGGGCTGAGGCTCTTCAGTAAAGCTCCCACCCCAACCCCAACCTCAGTC 

ss.DNA77626.rc 

56410 56420 56430 56440 56450 56460 

SS.AC003042 CTGGCTCCTGCCCATCTGGTTGGCCAGCCACCTTGCCCTGCGTGGTGGGTGACTTCTGGA 

ss. DNA77626.rc 

56470 56480 56490 56500 56510 56520 



ss . AC003042 GATTAGAGGCACTTGGCCGCCGGGGGCGAGAAGGCCACAGGGGCGAGACCACCACCCCCG 
ss.DNA77 626.rc . 



56530 56540 56550 56560 56570 56580 

ss. AGO 0304 2 ACCTCCGGCTTCCCCTTCCTCGGGCCAATACCCTGGGGAGACCCGAGGGGCGGGTGGGGA 

ss.DNA77626.rc 

56590 56600 56610 56620 56630 56640 

ss . AC003O4 2 GATGCCGGGGTCGGAGATTCGGTAACTCGAGCAGGGGCTGTCAGGGCAAACGGCTCCTTC 

ss.DNA77626.rc ' 

56650 56660 56670 56680 56690 56700 

SS.AC003042 AAAGATGAGACTTAAGGGGAAGGGAGAAGCCTGCCTTAAGGGATCCGAGAGGCCGCCCCG 

ss.DNA77626.rc 

56710 56720 56730 56740 56750 56760 

SS.AC003042 ACTAGAGCAAAGGGCCCCGGCGTGGCGGGCAGGTGAACCCGACTCCGGGGAAACGACCCG 

ss. DNA77626.rc 

56770 56780 56790 56800 56810 56820 

ss . AC00304 2 CCCGCGACGTCCCCGCCCTCGGCCCGGCCTCACCTCGATGTTGCCCACAGTGCGGGCGCA 

SS . DNA77626 . rc CCTCGATGTTGCCCACAGTGCGGGCGCA 

1250 1260 1270 

56830 56840 56850 56860 56870 56880 

SS.AC003042 GCCCACCACCTTCAGTCCCTGCTGGACCAGGGCCCGGGCCACGGCCGCGCCGATGCCCCC 

ss . DNA77626 . rc GCCCACCACCTTCAGTCCCTGCTGGACCAGGGCCCGGGCCACGGCCGCGCCGATGCCCCC 

1280 1290 1300 1310 1320 1330 

56890 56900 ' 56910 56920 56930 56940 

SS.AC003042 CGAGGCCCCCGTCACCAGCGCCAGCCGGTCGCGCCACCGCTCCATGCCGGGCCTGGCCAT 

SS . DNA77626 . rc CGAGGCCCCCGTCACCAGCGCCAGCCGGTCGCGCCACCGCTCCATGCCGGGCCTGGCCAT 

1340 1350 1360 1370 1380 1390 

56950 56960 56970 56980 56990 57000 

SS.AC00304 2 GGGCCCACGCCGCCCGTCCGCCTCGCTGGACTAGCCCGACACGGGGGTCGAGGAGCTGAC 

SS . DNA77 62 6 . rc GGGCCCACGCCGCCCGTCCGCCTCGCTGGACTAGCCCGACACGGGGGTCGAGGAGCTGAC 

1400 1410 1420 1430 1440 1450 

57010 57020 57030 57040 57050 57060 

SS.AC003042 GCCCGGCCGCTCTCCTGCCGCCGCCGCCGACCTGCTTGGGTCCGATCCGCGCCTAGACCC 

s s . DNA7 7 6 2 6 . r c GCCCGGCCGCTCTCCTGCCGCCGCCGCCGACCTGCTTGGGTCCGATCCGCG 



1460 1470 1480 1490 1500 



SS-AC003042. 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



ss. AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



57070 57080 57090 57100 57110 57120 

ACCAGAGTCCCGGCCTGCCTCCGGCCGGGACTCCACCCTCAGGCCCCCGGCGATCCGCCG 

57130 57140 57150 57160 57170 57180 

TATCCAGTCGGAGGCCGCCGCGGCCCGGCCGCCCCGCCCCTTCCGCCCCTCTGCCCCGCC 

57190 57200 57210 57220 57230 57240 

CCGGCGTAGGGAAACCGGGCTGCGCGGGAGCGTCCTGGCAGCTGGCGGCGCCGCTTCCCC 

57250 57260 57270 57280 57290 57300 

AGTGAGCGCTGCCCTTTGGGGTCAGGGAAACCGAGGTTTAGCGGGGAGGTTCCTTCAGCC 

57310 57320 57330 57340 57350 57360 

CCAAGGGCGCATACTGAAGCGTCCCGCTTAGTCTCCCTTCTCTACTCCTGAACCCTAATG 

57370 57380 57390 57400 57410 57420 

CCAGGATGAGGAATTAAGGGCACTTAAGGTGACTCCAACACTCTTCCACACCCTCCCAAA 

57430 57440 57450 57460 57470 57480 

CCCGCCGGTGGCTGATGGGAAGGGATTCGGCCCAGAAAACGCCGAGTGTCTCCGCCATCA 

57490 57500 57510 57520 57530 57540 

ATGCTAGGTGACCTTGGGAAGGACTCATTCACCCTACCTGATCCCTTGGCTTTACTAGCC 

57550 57560 57570 57580 57590 57600 

ACGGAGAACTGAAATACTCCTAAGTACACGTGTACTGGGGTATTCTGTCCCTAAATGGCC 

57610 57620 57630 57640 57650 57660 

CACTGTGTCTAACTGCCCTAGACCCCCACGCTTACCCCTACCCCACTGTAGCAAATGTAT 

57670 57680 57690 57700 57710 57720 

CATGATATATGCCAAAGATTAAAACAGTATCTAACATTTGCTGCTTATGGTGTAGCAGGC 

57730 57740 57750 57760 57770 57780 

ATTTTAAATATAGTAACTAATCTACACAACCGCGCTGAGATGGCACATATTAGTATCTTA 

57790 57800 57810 57820 57830 57840 

ATTTTAAAGATGAGTATACTGACGTGGTGAAGCATGGTTTGGACCACAGGCAGTCCAGTC 

57850 57860 57870 57880 57890 57900 

TTACGCCAGGGATGTGCTCCTCAACTGTCTTCACATCATTATCGCTTCTCGGGTTGCTGG 

57910 57920 57930 57940 57950 57960 

TTTTGTTCAGAGTAGAGCTCGCTTTACTAAAAGTGCTGAAAACTGCGTACTTAATATAGC 

57970 57980 57990 58000 58010 58020 

CATTCTCTTAAAGAAAAAGCATCTTTGAATAACCACCTGACTCCCTTCCAGCAAGCAATG 

58030 58040 58050 58060 58070 58080 

GAGTAAGCGGTGAATGTGGCTGGTTTATTCATTCAAAAACACTCATTTGCCTATCCTGTG 

58090 58100 58110 58120 58130 58140 

TTTGGCCCCAATGGCAAAGATTAAAACTAAACTAAATCAGCCTTTCCTTTTAGGGATCTC 



58150 58160 58170 58180 58190 58200 



SS.AC003042 AAAAGAACATTTGACTCTTAACAGTGGTGAAGAGGGGATTCACCTCTGAGCCAAGGGCTG 

58210 58220 58230 58240 58250 58260 

SS.AC003042 TGGGAGACCCACAGTCATTTTTTAGATTCTGGGATGAAATCAAAAAGGGTCCAAGAGGAG 

58270 58280 58290 58300 58310 58320 

ss . AC003042 TCCTTTTACCTCTGCCCCATTCCTATACAACATTTAGATTTGAAAGACAACTCAGGAGGT 

58330 58340 58350 58360 58370 58380 

SS.AC003042 GGATCCAAGAAATGGCACTATGAAAATTCAATCTAAGTTTCTGCTGCTGCCCACTTGAAA 

58390 58400 58410 58420 58430 58440 

SS.AC003042 TCTAACTCAAAATCTGATTAAAAGCACATAAAATTCACTCCACCTCCATTGCACAGAAGT 

58450 58460 58470 58480 58490 58500 

SS.AC003042 ACTGATTGTCCCATGATTTTATGCTGCCACCAAGTATTATAAACATGTAGACACAAATCT 

58510 58520 58530 58540 58550 58560 

ss . AC003042 CTAAGCATCATGTGTCTACGGAGCTATTTGACTGGATCTTTTAAATGGCAGCAAAATGCT 

58570 58580 58590 58600 58610 58620 

SS.AC003042 ACTCCTGGGGGGAACTCTCTCCTTTAGTACTCACAGCTGTGACAGGAGTAAACTGTAAGA 

58630 58640 58650 58660 58670 58680 

SS.AC003042 CCACAGTGACTTTGTTACTGGATACCAGATAAGGCTGAACCTCACATGCATTTAAACAGC 

58690 58700 58710 58720 58730 58740 

SS.AC003042 CCACAATGTGGTTAGCTCTCAGTGCAGCCTTCTGAGCCCAGTCTTACATGTTGAGCAATT 

58750 58760 58770 58780 58790 58800 

SS.AC003042 ACTTATCGGGCAACCCTTGGTTGAAATTCTGCCAAGTTTTGTTTTTATTCTTCTAGGTCA 

58810 58820 58830 58840 58850 58860 

SS . AC0030 4 2 ATATGAACCTCTGAATTTAAGAAGTACTTTGTATTATGTATTAGGGAACCTTTAATAATA 

58870 58880 58890 58900 58910 58920 

SS.AC003042 GCAATTAAAGTCTCATGGGAAAGTAAGATGGTAGCAAGTATTTAAAGTATCTCCTCAAAA 

58930 58940 58950 58960 58970 58980 

s s . AGO 03042 GAAAAAGACTGGAAAACTGCTTTTCTCAGTTGTCAATTCTCATCAAAGGAAGATTTTTGT 

58990 59000 59010 59020 59030 59040 

SS. AC003042 CTTCAACAATCTGTATCTCTGTCCTTCATCCTTTCTAACATCAACACTGGCCAAGCATCA 

59050 59060 59070 59080 59090 59100 

SS . AC003042 AGTCCACAAGTGGCAAATACTAAAGTACTGCCACATATTAAGTAGAAACATGTACAGCAA 

59110 59120 59130 59140 59150 59160 

SS.AC003042 ATTTTACTGTGCGTATTAATAAATATTCTTTATTTTAAATTTTGCACATTGCGCTTTAAC 

59170 59180 59190 59200 59210 59220 

SS,AC003042 ATTACATCCAAACATTTTGCAAGTGGATGTCTACTTTGTAAAACCATATATTCAGCTCAT 

59230 59240 59250 59260 59270 59280 

SS.AC003042 TGTCATTTCTGTACAGAATTATAAGTACAACATTACTTTTTGCCACTAAGTTGCTTTAGT 

59290 59300 59310 59320 59330 59340 



SS.AC003042 AAGTCTCACAGGAAGAGAAACATTTAATGAAAAGAGATGGCTTAAATCATATGGCAGGCC 



59350 59360 59370 59380 59390 59400 

ss . AC003042 TGCGCAGCCACGCAACTAAAGACACAAGCCTGAAGAAAGAACTAATGAGGATACCTCCAC 

59410 59420 59430 59440 59450 59460 

ss . AC003042 CGTCTCCCAAAACAAGAAAGAATCACATTGATTTAAGATAAAATTTTGCCATAAGTCACT 

59470 59480 59490 59500 59510 59520 

ss . AC00304 2 AAATTAAGAGTTTTTCGAAAGAGAAGGCGCAGTAGTCATCGTGAGTGTTTCATTGAAAGA 

. 59530 59540 59550 59560 59570 59580 

ss • AC003042 CAGAGCTATTTTATTTATTTAATTTGCTCCAGCCGTTGTCAACCAGCCACTACAAATGGG 

59590 59600 59610 59620 59630 59640 

ss . AC003042 CCTCTTGTGATCATTTAACCGGCAGTATTTATTAAATTTCTCCTTCAGATGCTGTCGGTA 

59650 59660 59670 59680 59690 59700 

ss . AC003042 TTGTTCTCTATTGCTGTAGAAAGACTGGTTATTAGCCATAAATGACTGTATTTCATCTTG 

59710 59720 59730 59740 59750 59760 

ss . AC003042 TGAGATAAAGATTTCCTCATCTGAAGTACATTCAGACTCATCCTGCAAATTAAAGCAGTA 

59770 59780 59790 59800 59810 59820 

ss . AC003042 GTTAAGACTATGACTTAAGAATGCAAAATGTTATGTAATGGAGGAGGACAGCTAAAAATT 

59830 59840 59850 59860 59870 59880 

SS.AC003042 AAACCAGTCTAACTTTTTAGTTTCACATCAGTCACATAAAGCCTTTAATTGGAGTGTTTG 

59890 59900 59910 59920 59930 59940 

SS.AC003042 CAGAATAAGCATCATGTCATTCTGCCTAAGAAAGTAGTGAGAATAAAATCCAACTCCTTG 

59950 59960 59970 59980 59990 60000 

SS.AC003042 AGTTGAAACCTTGAATCTATAATTTCTCCTAGAAGCCTATGAGCCTAGCAAACTACCACC 

60010 60020 60030 60040 60050 60060 

ss . AC00304 2 ATACCTTGGCCTTGAAAAAATAACTAATTA7\AGATGTTACAACTAGTTACCATATTTTAA 

60070 60080 60090 60100 60110 60120 

SS.AC003042 GTAGCCAGACGTATCTCCAGTTAGTCCTATCTTGAAACAGTCATCTCTACAAACTAAGTA 

60130 60140 60150 60160 60170 60180 

ss . AC00304 2 AAAGATAACCATTTTCTACTTAAGAAGTAAACTTTTACAACCATTAAAACTTTTAAACAT 

60190 60200 60210 60220 60230 60240 

SS.AC003042 TAAACTTATACAGGTGGTGGCTCACACCTGTAATCCCAGCATTTTGGGAGGCTGAGGCAG 

60250 60260 60270 60280 60290 60300 

ss . AC003042 GAGAATCACTTGAACCTTGGAGGCAGAGGCTACAGTGAGCCAAGATCGTGCCACTGCACT 

60310 60320 60330 60340 60350 60360 

SS.AC003042 CTATCTAGCCTGGGCGACAGAGCGAGACTCCTCAAAAAAAAAAAATAAATAAATATTAAA 

60370 60380 60390 60400 60410 60420 

SS.AC003042 ACTAAACTTTACAACCATAAAAAAGAAAAAAACTAGCTGGGCGCGGTGGCTCACGCCTGT 

60430 60440 60450 60460 60470 60480 



SS.AC003042 AATCCCAGCACTTTGGGAGGCTGAGGTGGGCAGATCACCTGAGGTTGGGAGTTCGAGACC 

60490 60500 60510 60520 60530 60540 

ss . AC003042 AGCCTGACCAACATGGAGAAACCCATCTCTACTAAAAATACAAAATTAGCCAGGCATGGT 

60550 60560 60570 60580 60590 60600 

SS.AC003042 GGCACAAGCCTGTAGTCCCAGCTACTCGGGAGGCTGAAGCCAGAGAATCGCTTGAACCTG 

60610 60620 60630 60640 60650 60660 

ss . AC003042 GGAGGCGGAGGTTGCGATTAGCCGAGATCGCACCATCGCACTCCAGCCTGGGCAACAGAG 

60670 60680 60690 60700 60710 60720 

ss . AC003042 CAAAACTCCACCTCAAAAAAAAGAAT^GAAAAAAGCTAGTATTCCGAAGGATTTGGTTC 

60730 60740 60750 60760 60770 60780 

ss. AC 003042 CATCAGGACTCTAATGAAAAGGACACCACTCTTCTTCCTCCCCTCCTCCAAGGGCCACCT 

60790 60800 60810 60820 60830 60840 

ss . AC00304 2 ATACTACGCACTGGGTCAGTTGGGGATCAGGTAAAAAGTCTCAGGACTGGAGTCTTACCC 

60850 60860 60870 60880 60890 60900 

SS.AC003042 TACATGACACCTAAAAGAAGAAAGCAACCTCTAGTTCAAATTGTATATTCTTTCTGGTAT 

60910 60920 60930 60940 60950 60960 

SS.AC003042 GGAAGGGTGGCTACCATAACTTGCCAATCAGAAAGGCAAAGTTTGCTTACAGTAACCTAC 

60970 60980 60990 61000 61010 61020 

ss. AC003042 TTCAAGGAGGCAGACTACTGAATACAATGCTACCTCTATCCTTTCTCCTAACTACAGATG 

61030 61040 61050 61060 61070 61080 

SS.AC003042 GTCCTGACTTAACAATGGTCAATGGTTCTACTCAGGTTTTTTTTGAGACAAAGTCTCACT 

61090 61100 61110 61120 61130 61140 

SS.AC003042 CTGTCGCCAGGCTGGACTGCAGTGGCACGATCTCAGCTCACTGAAACCTCCGCCTCCTGG 

61150 61160 61170 61180 61190 61200 

ss . AC00304 2 CTTCAAGTGATTCTCCTGCCTTAGCCTCCCGGGTAGCTGGGACTACTGGCACACGCCACC 

61210 61220 61230 61240 61250 61260 

SS.AC003042 ATGCCCAGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCATCATATTGGCCAGGATG 

61270 61280 61290 61300 61310 61320 

ss. AGO 030 4 2 GTCTTGATCTCTTGACCTCATGATCCACCCACCTCGGTCTCCCAAAGTGCTGGGATTACA 

61330 61340 61350 61360 61370 61380 

SS.AC00304 2 AGCATGAGCCACTGCACCCAGCCTTATTTGGGATTTTTTTTTTTTAACTTTACAAAGGGT 

61390 61400 61410 61420 61430 61440 

SS.AC003042 TTATTGGGATGTTGAATGTATTTTCAACTCGCAGTATTTTTGAGTTATAATGGGTTTATT 

61450 61460 61470 61480 61490 61500 

SS.AC003042 GGAATGTAACCCCACTGTAACTCAAGGAATACCTATAATGTCTTCTACTGAGACAGAGGC 

61510 61520 61530 61540 61550 61560 

SS.AC003042 GGCCATGGAAACGTGTTCCAGAGTAGTTGCATAAACCACGAGTGGAAGGACAGAAATGAA 

61570 61580 61590 61600 61610 61620 



ss. AC 003042 GTCCCCAAACAATAATGAAATACTACCCTTAATTTCTCATAAGCTTCCTTCAACTACCTA 



61630 61640 61650 61660 61670 61680 

ss. AC 003042 CCTTAAGCCCTCAAATACTATCCCCTCCCACATCCACCCCGTTCCCAAACAGTTATGTAC 

61690 61700 61710 61720 61730 61740 

ss. AC 003042 AGTAAGACCACATGGAATACTTACAAGGAGTTCAACTAAGCTCTTGGCACCTTTTCCGGA 

61750 61760 61770 61780 61790 61800 

ss . AC003042 ATCGGGACCAAACAACGTTTCTGTAGGTTCTGCAAACTGTGGTACATTTTTCCTATGCTC 

61810 61820 61830 61840 61850 61860 

SS.AC003042 AAACCAAGGCAATGGCTGCCCACCCTTTTCAGAGCTGCAACAGCTTTCAGGATGTGTATC 

61870 61880 61890 61900 61910 61920 

SS.AC003042 TTTGGTCTTGTCACGGTGAAACACTGTGTGCATGGTATTTCCTGAGGTCTCTCGATTACC 

61930 61940 61950 61960 61970 61980 

SS.AC003042 TGGATCTGTAATACAGCTTCCAAGCTTCTGGATCTGATACCACAGCAAAGGATTTCACAG 

61990 62000 62010 62020 62030 62040 

ss. AC003042 GTAAAAAGGCATGATATAATAGCAATTATTCTTTAAAAAAAAAAAAAAAAAAGCGGGGCA 

62050 62060 62070 62080 62090 62100 

SS.AC003042 CGGTGGCTCATGCCTACAATCTCAACATTTTGGGAGGCCGAGGCAGGTGGATCACCTGAG 

62110 62120 62130 62140 62150 62160 

SS . AC00304 2 GTCAAGTGTTCAAGACCAGCCTGGCCAACATGGTCAAATGCCATCTCTACTAAAAATGCA 

62170 62180 62190 62200 62210 62220 

SS.AC003042 AAAATTAGCCAGCCATGGTGGCATGCGCCTGTAATCCCAGCTACTCAGGAAGCTGAGGCA 

62230 62240 62250 62260 62270 62280 

SS.AC003042 GGAGAATTGTTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCCAAGATTATGCCACTGTAC 

62290 62300 62310 62320 62330 62340 

SS. AC 003042 TCTAGTATAGGCGACAGAGTGAGACTCCATCTCAAAAAAATCCTGACATAGTATTAAACC 

62350 62360 62370 62380 62390 62400 

ss . AC00304 2 TTTAGAAGGAATACTAAGTAATAGTAGCAGCTGGCATTCATTTTATTTTACCAGGCACTT 

62410 62420 62430 62440 62450 62460 

SS.AC00304 2 ACTATGTACTAGACACTATGCCACACCTGCCAATATACATTCACTTCACCTTCATAGAAC 

62470 62480 62490 62500 62510 62520 

SS . AC00304 2 CTAATATGATAGGGACTAAACAAATTGTTTAAGATTACACAGCTTATAATTTTAAAAGTA 

62530 62540 62550 62560 62570 62580 

SS.AC003042 TAAAAAGAACAATTGAATTTCTGACTCACAAGGACTGTTGCACAAATGATCACATCTCTC 

62590 62600 62610 62620 62630 62640 

SS . AGO 03042 TCTGCCCCCAACCCACACTCTCACACGATGAGCACCCAATGGAACTGCAAAAAGAACTCA 

62650 62660 62670 62680 62690 62700 

SS.AC003042 TTCTAAAAAAAGTAAATCCTAGCAGCTAAGCTGCACATATGCCACTCCAAGGAAAACACG 

62710 62720 62730 62740 62750 62760 



SS.AC003042 TGTTCTGTCCTCAACAGCAAAGGTTTAAGAATTACAAGTTATGACACTTACATGTTCATC 

62770 62780 62790 62800 62810 62820 

SS.AC003042 ACATTTCAGTATCTTGCTTTTCTTCTTCTTCTTTTTATTTTTTCCTTTTGTGTCGTTCTC 

62830 62840 62850 62860 62870 62880 

ss. AC 003042 TTCAGAATTTGCCCAACATTCAACACAACTATCACCATCATCCTCTTTGTCTTCACAGTG 

62890 62900 62910 62920 62930 62940 

ss . AC003042 ATGAACACAAGAGTCATCACCTGCAGAAATCAATAATCCTTCTTATTTATGTTCTTAAGT 

62950 62960 62970 62980 62990 63000 

ss . AC003042 CAGCCATGTAGTAGAAATAACTGGGAAACTTAATGTGAGCCTACCGTGTTCATCATGATT 

63010 63020 63030 63040 63050 63060 

ss. AC003042 ACAAATGCCTTCAGTGCAGGCAACATCCGAACCCTCCCGAGAACCTGTTTCACTCCCTTC 

63070 .. 63080 63090 63100 63110 63120 

ss. AC 003042 CATGCTAGATGAATATCCACAATCACTACCATTACAGTGTGGAGATAAGCCTGAGAATAA 

63130 63140 63150 63160 63170 63180 

SS.AC003042 ATCAAGTGAGAGTTACTATTAACATACCAATAAGTATATTAGGACAAAGAGTGAACTCTT 

63190 63200 63210 63220 63230 63240 

SS.AC003042 TGGGGACCACAGAAAAATCTCATAATTAATGGCTTATTAAAAGTAGAACATTTCCAATGA 

63250 63260 63270 63280 63290 63300 

SS.AC003042 AGGATTTTTTTTTTAAGTAGAAAGTAAATTAAATAATGAAAATATGATTAGGAATTTACC 

63310 63320 63330 63340 63350 63360 

SS.AC003042 ATTTTTCGTTTTTGTCAAAAATAAGTCAAAGAACATAAAGAAAAAGGAAATATTAAGTAT 

63370 63380 63390 63400 63410 63420 

SS.AC003042 CTGACTAAATTATATGATATTCTTGGAACTATAAAGCAGTTTTAAAATTCTAGCTCACAG 

63430 63440 63450 63460 63470 63480 

SS.AC003042 AATCTCTAAAAGCTCTTACATTTAACAGTAAGAAAGAATAGAGTTAAGAGTTCATTTTAA 

63490 63500 63510 63520 63530 63540 

SS . ACO 030 4 2 AAAGAAATTATTTACTTACCTTTCTTTATTTTAGGGGACCCCAAAAGATTGCCACTGCTA 

63550 63560 63570 63580 63590 63600 

SS.AC003042 GGACAGGTACATGATGTATTTTCATTGGTAACAATTACTTCTACACAAGTATTACCATCT 

63610 63620 63630 63640 63650 63660 

SS.AC00304 2 TCAGTGCTGCCACAGGCTTTGCAGCTGCTATTTTCTATGAAGTCTGTTTCCTTTAAGGAT 

63670 63680 63690 63700 63710 63720 

SS.AC003042 CAACATTAAGAGAGAGTCAAGAGCTTTACTCCATAACAGCTACATTTTATTCCCTAGATC 

63730 63740 63750 63760 63770 63780 

SS.AC003042 AAAACTATTTTCATCCTAATAGTAAGATGTGGCATTTTCACTGTACTGACATTTACACTG 

63790 63800 63810 63820 63830 63840 

SS.AC003042 ACAGTACAAAAGTAATGGTGGGTAAAGATATTAGTCCTTAGCACAAATCAAGACAGTACT 

63850 63860 63870 63880 63890 63900 



ss .AC003042 AACCAAAGTGTGCTAAGAATCACTGTATTCTTCAACTGTCAAGCGCTCTCACAAAAAGAT 



63910 63920 63930 63940 63950 63960 

ss .AC003042 • ATTTCACTTATGAATGTCTCTGAGGAAGCTGTAAAAATATTAATTGTATCAGATATCAAC 

63970 63980 63990 64000 64010 64020 

SS.AC003042 CACAAATACATATACTTTTTCCTTTTTTTTTTTTTTTGAGTACGGTCTCCCTCTGTCACT 

64030 64040 64050 64060 64070 64080 

ss. AC 003042 TAGGCTAGAGTACAGTCATACAATCATGGCTTACTGCAGCCTCAAACTCCTGGGCTCAAG 

64090 64100 64110 64120 64130 64140 

ss .AC003042 CAATCCTTCTGCCTCAGCCTCTCAAGTAGCTAGGACTACAGAAGCACACCACCAGGCCTA 

64150 64160 64170 64180 64190 64200 

SS.AC003042 ATTTTTTTATTCCTTTGTAGAGACAGGGTTTCGTTATGTTGCCCAGGCTAGTCTTGAACT 

64210 64220 64230 64240 64250 64260 

ss .AC003042 CTTGAACTCCTGGCCTTAAGCAATCCTTCTGCCATGGCTTCCCAAAGTGCTAGGATTACA 

64270 64280 64290 64300 64310 64320 

ss .AC003042 GGCATGAGCCTCCACGCCCTGTCAACAGAAATCTTTTTGACAGTCTATGTGGGGCCAGGT 

64330 64340 64350 64360 64370 64380 

ss . AC00304 2 GCAGTGGCTCATGCCTGTAATCCCAGCACTATGGGCAGCTGAAGCAGGTGGATCACTTGA 

64390 64400 64410 64420 64430 64440 

SS.AC003042 GGTCAGGAGTTCAAAACCAGCCTAGCCAAGATGGTGAGACCCCGTCTCTACTAAAAATAC 

64450 64460 64470 64480 64490 64500 

SS . AC00304 2 AAAAATTAGCCGGGCAAGGTGGCAGGCGCATGTAATCCCAGCTACTCAGGAGGCTGAGGC 

64510 64520 64530 64540 64550 64560 

ss. AC 003042 AGGAGAATTGCT TGAACACGGACGGCAGAGCCTGCAGTGAGCCAAGATCACACCACCGCA 

64570 64580 64590 64600 64610 64620 

ss . AC00304 2 CTCCACTGTGGGCGACAGAGTGAGACTCCGTCTCAAAAAAAAAAAAGTATGTGACAAATG 

64630 64640 64650 64660 64670 64680 

SS.AC003042 GGAAGTATGCTTAAAGCATTTCTATTGCAGCTGTCTCAAGGAAACGTACTTGTGCCACTT 

64690 64700 64710 64720 64730 64740 

SS.AC003042 TTTGAGGTGCAAGCTGAACTTTTTTCCTGGAACATCAAGTTCACTTGAACGAATAAATGA 

64750 64760 64770 64780 64790 64800 

SS.AC003042 GAGACAAACTGAGAGACTTGGATATTTAGCAGGCATTTTCTCAAAAATGAATGAAGTCAA 

64810 64820 64830 64840 64850 64860 

SS.AC003042 TCTGTTACTTCAAAGGAAACAATGAACAACAACTGTTGTCAATGACAAAACTCAAACATT 

64870 64880 64890 64900 64910 64920 

SS . AC00304 2 GAAACAACAATCAGAATTTTGGCCTTGCAACCAGCAGTGCTATGAACTTGAAGCTTCCTA 

64930 64940 64950 64960 64970 64980 

SS.AC003042 ATACTTGGACTTTTCTGACCTGCATAATTCAGTGAACTTTGAAATAAATTCCAATGCATG 



64990 65000 65010 65020 65030 65040 



SS.AC003042 ATGTTACAAAACAATGCATGAGTAAAAGATCTATTCAAAGTCCAATATAGTCCAACGGAT 

65050 65060 65070 65080 65090 65100 

ss. AC 003042 TCTAATTTAACAGAGTACAAAAAGGTCATTGATAAGGTGCCAGATTCCATATTGCAATGA 

65110 65120 65130 65140 65150 65160 

ss. AC 003042 ATCTTTTAGAAACTACCACTGGTCAAAGTGTAGTATTGAAGAATATCCACAACTATCTGA 

65170 65180 65190 65200 65210 65220 

ss. AC 003042 AAAGGTTTATATTAAAATACTGCTCCCAGCCAGGCACAGTGGCTTATTCCTGTAATCCCA 

65230 65240 65250 65260 65270 65280 

ss . AC003042 GCACTTTGGGAGGCAGAAGCGGGCAGACTGCCTAAGCTCAGGAGTTCGAGACCAGCCTGG 

65290 65300 65310 65320 65330 65340 

ss. AC 003042 GCAACAAGGCAAAACCCCATCTCTACTAAAAATACAAAAAAAAATTAGCCGGGCATGGTG 

65350 65360 65370 65380 65390 65400 

SS.AC003042 GTAGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCACAAAAATCGCTTGAACCCAG 

65410 65420 65430 65440 65450 65460 

ss . AC003042 GAGGAGGAAGTTACGGTGAACCAAGATTGTGCCACTGCAATCCAGCATGGGTGACAGAGC 

65470 65480 65490 65500 65510 65520 

SS.AC003042 AAGACTCTGCTCCAAAATAAAATACTTTTCCTACCATATAATATCTGTGTGAGACTAGAC 

65530 65540 65550 65560 65570 65580 

ss. AC003042 TTTCTTCATATGCTTCAACCAAGCCAATAAATGGAAACAGATTGAATGCAGAAGCAGATA 

65590 65600 65610 65620 65630 65640 

SS.AC003042 TAAGAATCTAGTATATTCCGTCAGGCGCGGTGGCTCACACCTGTAATCCCAGCACTTTGG 

65650 65660 65670 65680 65690 65700 

SS.AC003042 GAGGCTGAGGCGGGCGGATCACGAGGTCAAGAGATCGAGGCCATCCTGGCCAACATGGTG 

65710 65720 65730 65740 65750 65760 

SS.AC003042 AAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCATGGTGGCACACGCCTGTAGC 

65770 65780 65790 65800 65810 65820 

SS . AC00304 2 CCCAGCTACTTGGGTGGCTGAGGCAGGAGAATTGCTTGAACCCGAGAGGCGGAGGTTGCA 

65830 65840 65850 65860 65870 65880 

SS. AGO 030 4 2 GTGAGCCGAGATCATGCCACTGCACTCCAGCCTGGCAACAGAGCGAGACTCTGTCTCAAA 

65890 65900 65910 65920 65930 65940 

SS.AC003042 AAAAAAAGGAATCTAGCTTATTCCTTTTAAGATGAACATTAAAGATATTTGCAAAAAATA 

65950 65960 65970 65980 65990 66000 

SS.AC003042 TATATAGTATAATACCATTCTTCTCACTCTCATTTTATTTAGAAAATAGTTATTTTTGAA 

66010 66020 66030 66040 66050 66060 

ss. AC003042 AAAATATTTAGTTAACATTATTTTTGAAGGAGTAGCTTAAAATTTATCATTTAATTTCTA 

66070 66080 66090 66100 66110 66120 

ss . AC00304 2 ATACAGTAAATATTGGTAAGTATAACCCACATAAACAAAAGCTCATTGAGTACCTTAATT 

66130 66140 66150 66160 66170 66180 



TTTAAGAATGTAAAGGGATCCTAAGACCAAAAACTTGAGAACTGCTCTAGGTCATGCACA 

66190 66200 66210 66220 66230 66240 

GAGGTGGCTTTCTATATTTTGACTTTGATCTAATAATACATTAAAGTCAGGTAAAGAGAT 

66250 66260 66270 66280 66290 66300 

AACTACTCAACATTGTCTTAATAAAACATAGACATGACATTAAAATTCTGGCTTATACAG 

66310 66320 66330 66340 66350 66360 

ACTACAGTAGGAAAAAAGCTGATATAAAAACTGCAGGAGCTCACATCTGGAAAAGCATAG 

66370 66380 66390 66400 66410 66420 

TAAAAATGCCCAAATCTAGCAAAAAGCCATACAGTTAACCCTCCATATCTGTGGGTGCTG 

66430 66440 66450 66460 66470 66480 

CATCCATAAATTCAACCAAGAATCGAAAATATTTGGGGGGGAAAAAATCAACCTGCATCT 

66490 66500 66510 66520 66530 66540 

GTACTGAACATGTACAGACTTTTTTCTTGTCCTTATTTTCTAAACAATACAGTATAACAA 

66550 66560 66570 66580 66590 66600 

CTATTTAAACAGTTTTTATTTATTTTGAGAGAGTTTCACTCTGTCGCCCAGGCTGGACTG 

66610 66620 66630 66640 66650 66660 

CAGTGGAGCGATCTTGGCTCACTGCAACCTTTGCCTCCTGGGTTCAAGAAATTCTCATGC 

66670 66680 66690 66700 66710 66720 

CTCAGCCTCCCAAGTAGCTGGGATTACAGGCGTGAGCCACCATGCCCAGCCTTACATAGC 

66730 66740 66750 66760 66770 66780 

TTTTACATTGCATTAGGTATTATAATTTAGAGATAATTTAAGAATACAAGAGGCCAGGCA 

66790 66800 66810 66820 66830 66840 

CGGTGGTTCATGCCTGTAATTGTAGCATTTTGGGAGGCTGAGGTGGGAGAATTGCTTGAG 

66850 66860 66870 66880 66890 66900 

CCCACAAGCTGGAGACCAGCCTGAACAACATGGTAAAACGCCATCTCTACAATT^TACA 

66910 66920 66930 66940 66950 66960 

AAAAATTAGCTGGGCCTGGTGGGGTAAGCCTGTAGTTCCAGCCACTTGGGAAGCTGAGGT 

66970 66980 66990 67000 67010 67020 

GGGAAGATGACATGAGCCTGGGAGATGAACGCTGCAGTGAGCCATGATTGTGCCACTGCA 

67030 67040 67050 67060 67070 67080 

CTCCAGTCCGGGTGACAGAGTGAGACCCTGTCTCAGAAATAAAAGTATAAGGAGGATGTG 

67090 67100 67110 67120 67130 67140 

CATAGACTATATGCAAATATTACACCATTTTACATCAGGGACTTGCACATCTGCAGATTT 

67150 67160 67170 67180 67190 67200 

TGGTATCTACAGGAAGTCCTGGAATCAAACCCCACAGATACCAAGGGACGACTGTACTTT 

67210 67220 67230 67240 67250 67260 

TTATTTTTATTAAAAAAATAAAATAAAATAAATAGAGATAGAGATCTCACTATCTTGCCC 

67270 67280 67290 67300 67310 67320 



ss . AC003042 AGGCTGGTCCCAAACTCCTAGGCTCAAGTGATACCTCCACCCTGGGCCTCCCAAAGTGCT 

67330 67340 67350 67360 67370 67380 

ss. AC 003042 GGGATCACAGGCGTGAGCCACCACACCTGGCCTGTACTTCTATCTACAAGCAATACATAC 

67390 67400 67410 67420 67430 67440 

SS.AC003042 ACACTTAAGAGTTGATATTAAGAAATATTACCTTCTCTTGGCTTACTTCCTTTTCATCTG 

67450 67460 67470 67480 67490 67500 

SS.AC003042 CTGTTTGTAAGGGAGTAGGAATATCACACACACACTTATTTTTTCGTCTATTCTTCCGTT 

67510 67520 67530 67540 67550 67560 

SS.AC003042 TTTGGCGTTTCTTTTCTTGCTTGAGTTCTCTTACTCGTTCCTCTTCTGAAAATTCCTCAC 

67570 67580 67590 67600 67610 67620 

ss. AC003042 AAAGTTGTTCCAATCTGCTAATACCCTGTACTTTTTCCACGGTCATCTATTATAAAAATA 

67630 67640 67650 67660 67670 67680 

SS.AC003042 AGGTTGAGGGTGAATATTGGTCAGAACTTCTTTTCTTTTTTTTTTGAGACGGAATCTTGC 

67690 67700 67710 67720 67730 67740 

ss. AC003042 TCTGTCGCCCAGACTGGAGTGCAGTGGCATGATCTCAGCTCACTGCAAGCTCCACCTCCT 

67750 67760 67770 67780 67790 67800 

SS.AC003042 GGGTTCACGCCATTCTCCTGCCTCAGCCTCCTAAGTAGCTGGGACTACAGGTGCCCGCCA 

67810 67820 67830 67840 67850 67860 

SS.AC003042 CCACGCCCGGCTAATTTTTTGTATTTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAG 

67870 67880 67890 67900 67910 67920 

SS.AC003042 GATGGTCTCGATCTCCTGACCTCGTGATCCACCCGCCTCAGCCTCCCGAAGTGCTGGGAT 

67930 67940 67950 67960 67970 67980 

SS.AC003042 TACAGGCGTGAGCCACCGTGCCCGGTCCCTTTGTTTTCTGTGGTAATATACACACTCCTA 

67990 68000 68010 68020 68030 68040 

SS.AC003042 TTCCAAACCAGCAAGATTCTAGTTTTAAATTTCAGAATTTTTTTTTTTTTTGAGACAGAG 

68050 68060 68070 68080 68090 68100 

SS.AC003042 TCTTGCTCCATCGCCCAGGCTGGAGTACAGTGGCACCATCTCAGTTCACTGCAACCTCTA 

68110 68120 68130 68140 68150 68160 

SS.AC003042 CCACCCAGGTTCAAGCGATTCTCCTGCCTCAGCCTCTCAAGTAGCTGAGACCACAGGCAT 

68170 68180 68190 68200 68210 68220 

SS.AC00304 2 GCGCCACCACACTGGCTGATTTTTGTATATTTAGTAGAGACAGGGTTTCGCCATCATGGC 

68230 68240 68250 68260 68270 68280 

SS.AC003042 CAGGTTGGTCTCGAACTCCTGGCCTCAAGTGATCCGCCCACCTTGGCCTCCCAAAGTGCT 

68290 68300 68310 68320 68330 68340 

SS.AC003042 GGGATTACAGGCATGAGACACCATATCTGGCCTAAATTTCAGAATTTTAACACAACAAAA 

68350 68360 68370 68380 68390 68400 

s s . AGO 03042 GTAAACATACCATTTACTGACATAATGAAAAAACTATTTAACCTGATTAGATGATCTAGT 

68410 68420 68430 68440 68450 68460 



CTCTGAAGGTACAAAAATACAAAGAGAAAACGAGTAAGGGCTGGGCGCCGTGGCTCATGC 

68470 68480 68490 68500 68510 68520 

CTGTAATCCCAGCACTTTGGGAGGCCAAGGCAGGCAGCGGATCACGAGGTCAGGAGATTG 

68530 68540 68550 68560 68570 68580 

AGACCATCCTAACTAACATGGTGAAACCCTGTCTCTACTAAAAATACACAAAAAATTAGC 

68590 68600 68610 68.620 68630 68640 

CGAGCGTGGTGGCGGGCGCCTGCAGTCCCAGCTACTCGGGAGGCTGAGCCAGGAGAATGG 

68650 68660 68670 68680 68690 68700 

TGTGAACCCAGGAGGTGGAGCTTGCAGTGAGCCGAGATCATGCCACTGCACTCCAGCCTG 

68710 68720 68730 68740 68750 68760 

GGTAACAGAGCGAGGCTCCGTCTCAAAAAAAAAAAAAGAAAAGAAAAGAAAAGAAAGAAA 

68770 68780 68790 68800 68810 68820 

GAAAAATAGTCCTTATACCATGGCATTCACACAGCATTTACTTCATACTACTGGACATTA 

68830 68840 68850 68860 68870 68880 

GCAGGCAAAATGAAACTCACTGAAGGTTTTAACATTTCCTGCTTAATCCTTGGGGGCATT 

68890 68900 68910 68920 68930 68940 

TAACTTTTCACTAGTTATGTGTGTTTTTTTTGTTTTGTTTTTGTTTTTGTTTTTGTTTTG 

68950 68960 68970 68980 68990 69000 

AGACGGAGTTTTGTTCTTGTTGCCCAGGCTGGAGTGCAGTGACGTGATCTTGGCTCACTG 

69010 69020 69030 69040 69050 69060 

CAACCTCCACCTCCCAGGTTGAAGCAACTCTCCTGTCTCAGCCTCCCAAGTAGCTGGATT 

69070 69080 69090 69100 69110 69120 

ACAGGTGCCCGCCACCACGCCCAGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCAT 

69130 69140 69150 69160 69170 69180 

CATATTGGTCAGGCTGGTCTCAAACTCCTGACCTCAGGTGATCCGCCTGCCTCGTCCTCC 

69190 69200 69210 69220 69230 69240 

CAAAGTGCTGGGATTACAGGCGTAAGCCACCATGCCCAGCCTCACTAGTTATGTTTCATA 

69250 69260 69270 69280 69290 69300 

GCAGCATCTTATTAAACATCTTCAGTTTTCTACTCTGAGAAAGTCTAAAAACCAAAGCTA 

69310 69320 69330 69340 69350 69360 

GCAAAGTTAACAGGATTAAAAACATTTTTTTAAATCCATCAACTTCTTCTAAATCCCAGT 

69370 69380 69390 69400 69410 69420 

TCCCTAGACCACCCCCACTCCAACCCAAAGCCATGTAACAATATCCAGCCAAATCCATGA 

69430 69440 69450 69460 69470 69480 

AGCTCTATCAGTGATGGACAGTCCTTTTAGGCACTGGTGGCTTACATTAAGATTCAGTCC 

69490 69500 69510 69520 69530 69540 

AATAACGTGACTAAGCAATCTGAGATACTGGAACAGCCCACTGTTCTTACCTCAAAACTC 

69550 69560 69570 69580 69590 69600 



ss . AC003042 TTGCGTAAAGCATCAACACCAAGATAGAAAAGCATCTGCCATGTCTGCTCTTCTGCCCGT 

69610 69620 69630 69640 69650 69660 

ss. AC 003042 AGCTTCTGCCAGATTCGATGCAGTCTTTCATAAAGATGAATTCCCAAGCAGGTCAGAACT 

69670 69680 69690 69700 69710 69720 

ss . AC003042 TCTTCTTGAGCTATATCTATTGTCTTTGCATGCCTTTCTCTTCGCCTATAAAAGGGAATA 

69730 69740 69750 69760 69770 69780 

ss . AC00304 2 ATCACACACTAATACCTTTAACTGAAACAGTAAAAGATGGATAACACAGCTGCAAGTTCA 

69790 69800 69810 69820 69830 69840 

ss . AC003042 GGTTTTAAACACAATGTGCTTACCTAGTAACAAGACAGTTATACATTTACACTCAACGTA 

69850 69860 69870 69880 69890 6.9900 

ss . AC003042 TATGTTGCTATACAAGCATGCATGTCCACAACCAATGAGAAATACACATGCAAGTAGAAT 

69910 69920 69930 69940 69950 69960 

ss . AC003042 TTAGTCCTCGTATTGCTAAAAATAAAGTAATTCAGGAACTGGCTCTAAAAAGATGGGTTT 

69970 69980 69990 70000 70010 70020 

ss . AC00304 2 TAGGGCACAAAGCAATCACATAGAAGTGTCCAGCTCATAGTAGACACAACAGTTCCTTTT 

70030 70040 70050 70060 70070 70080 

SS.AC003042 ACTTTCCAATTATAGCAAAACATTTTTTCCTTCTTTAGGTTTTTTGTTTTGAGGAGGAAT 

70090 70100 70110 70120 70130 70140 

SS.AC003042 TGAGAAAGGCAATGCCAAAGTGATTCATCATGGGCAAGAGTCCTCCACCAGGCCAGTCTT 

70150 70160 70170 70180 70190 70200 

SS.AC003042 TACAAGTGTTCACAGAACTTTGGCGATAAAAAAGCCCTTTGTATTCTAGCAGAAAGTAGG 

70210 70220 70230 70240 70250 70260 

SS.AC003042 CACTCAAATGAGGGTTGATACCCTAAATACAAAAGGAAATGCATTTGATTTATTCTATTA 

70270 70280 70290 70300 70310 70320 

SS. AC003042 ACATCATCATCTGATTTTATTTTTACAACAAAGCCAGAGATACTACTTTAGGTTTCTGTG 

70330 70340 70350 70360 70370 70380 

SS.AC003042 TAGTAATAATAATATAATATACACAGTTCGTGAATTACATTCAATAAGGCATTTCTTAAT 

70390 70400 70410 70420 70430 70440 

SS . AGO 030 4 2 CCCCTACTGCAAAGATCTGACTTATGCAAAAACCATTATTGTGAATAAAATTTACACATG 

70450 70460 70470 70480 70490 70500 

SS.AC003042 ATAATGCATGGATAGAGGGAGAAAAATCCCTTCTAATCATTTTCAAATGAAAATGATAGT 

70510 70520 70530 70540 70550 70560 

SS.AC003042 CTGTAACAATGAAAGCCAAAAAAGCCTGCCTCCCTTCAAGCAAGAACTAGCAGAGGACTG 

70570 70580 70590 70600 70610 70620 

SS.AC003042 AACCAAACACCAGAGAACAGTTTTTCCCTATTTTCAGTCAATTAAGAAATGCATACTTTA 

70630 70640 70650 70660 70670 70680 

ss. AC 003042 AAGAGAAGCAAAATCTTT ACAGGCATACTTTAATTTATACATATATCATATGT ACTGAGG 

70690 70700 70710 70720 70730 70740 



ss. AC 003042 CAGAAGGTGATGAAAATAAACT TTCAGTAATAAAATGAAGCAAAGCGCT AGATAGCCCAT 



70750 70760 70770 70780 70790 70800 

SS.AC003042 TCTAGCAAATTACATACTCATACCCTCCTGCGAACTCTGGCTCAGCACGACCCAAAAGAT 

70810 70820 70830 70840 70850 70860 

SS.AC003042 GTGCAATGAAGTCTGTTTCACAGCAAACATGTATGTGTCGTTCATGTGGACAGCACCGCA 

70870 70880 70890 70900 70910 70920 

ss. AC 003042 AGCCTTCATAAAGTGCAGCACAGTAGCCCTTTTCTTTGCTGCAGTCAAGTTCACCAATAA 

70930 70940 70950 70960 70970 70980 

SS.AC003042 GGATATTGTATGCTCGGAGGACTTTATTTTTGCAATCAGTGCAAAACCTGTTGAAAAGAA 

70990 71000 71010 71020 71030 71040 

SS . AC003042 AAACCTTAAAATTAAGAAATGGCTGTGCAATTATTTCTTGTGGCATATAACAGTGTACTA 

71050 71060 71070 71080 71090 71100 

SS . AC003042 GATGATGGCACTCTCTCCCATCTACAGCATCCAAAATAAGCCTCCATACACACATTTAAA 

71110 71120 71130 71140 71150 71160 

SS.AC003042 ACATACGCACATAAGGTAAATACAAATTTAGGGATTGCATAAATACAGATAGACCTTCAT 

71170 71180 71190 71200 71210 71220 

SS . AC00304 2 TGGCAAATTATTTTTAAACTAGAGAAACACATAGCCTAAAAGAATGAGGCAGATACATAC 

71230 71240 71250 71260 71270 71280 

SS.AC003042 CTATTATTTCATAAAATGCATGCCCAGAAAAGTATTAGTTGCCAAGAACTAGCATATCTC 

71290 71300 71310 71320 71330 71340 

ss . AC00304 2 CACTTCAAAAGCTATTTGCGCAGGTCAGAAATAAAACAATAGAGGCAACAAACCAATGAC 

71350 71360 71370 71380 71390 71400 

SS.AC003042 TCTTGATTGGTTTGTTCTCTCTCCTTCCAGTCTCTGAAAATAGATGGTCTCTTCAGCAAG 

71410 71420 71430 71440 71450 71460 

SS.AC003042 GAGACCTTGACTCCAATTTCTATTACAACATTTTAATATTTCACTAGCTAAGCATTTGAG 

71470 71480 714 90 71500 71510 71520 

ss . AC00304 2 GATAGGGGTAGGGGTTGGGGTGGGGAGAAGAATGGGAAAGTGGTGTGTGCATTTTTTAAT 

71530 71540 71550 71560 71570 71580 

SS.AC003042 TTTCTGATTATTTCCAAAATGCCAAATTCTTTCTTCCCAAAAATGCCTATTTCTCAATAA 

71590 71600 71610 71620 71630 71640 

SS.AC00304 2 CAAACATAATATAGACAAAATATACATGGAAACTGGTTTAAACTTAAGTGTATAAAATGT 

71650 71660 71670 71680 71690 71700 

s s . AGO 03042 GGCAAAAGAATAGAAGAGTTTGTGAATGTAGAGAAGGAAGAAAATTTCTTTTAGAAACCA 

71710 71720 71730 71740 71750 71760 

SS.AC003042 AATATCAATCAATCAGAAAGAAATAATAGAGCCTGGTTTCTTTATCTTTGAATTCCTGGA 

71770 71780 71790 71800 71810 71820 

SS. AC 003042 ACAAGAAGAACTTGGTCAGGTGGAAAAGCCAGGCTCACAATAAGAGTAAATGGCTAAGAA 

71830 71840 71850 71860 71870 71880 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



GATTAGTTAAGTGAAACAAGGAAATTTTGATCTCTTTGATTTAAATTCATCTCCCAGATG 

71890 71900 71910 71920 71930 71940 

AGCTCATCTATGCGTATGGCTTCAACTAACATGTCTATAAAGATGACTTGTGACTCTACA 

71950 71960 71970 71980 71990 72000 

GCTCCATTCAAATCTCTGCTATTGCCTGAGGGCCAGACCCATATCGAAAAGTGACAAGAC 

72010 72020 72030 72040 72050 72060 

ATGGCAGATGTCCAATAGGCAACACCTTAAATTCACTGTCCAAGGGTAATGCTGTTCTAT 

72070 72080 72090 72100 72110 72120 

TCCTATGTGCCTTCTCAATCCCTGTTAATAAGAACACTGCCATTCACAGCCATTCAGAGT 

72130 72140 72150 72160 72170 72180 

CACCCAGGCTGGAAATCTGAGTTAATTCCAACTTCTCCCTGGGTCTTCCTATTGAGTAGA 

72190 72200 72210 72220 72230 72240 

GCCAACTAGTATTCATTCTTTCTTGTTTCTCCTGTAGGTCCCTATTTTCAATTCCCTCTG 

72250 72260 72270 72280 72290 72300 

GCATGGTTTAAGTTGCCTATGCTATATATATATATATACACATATATATACATATATATA 

72310 72320 72330 72340 72350 72360 

CATATACATATATACATATACACACACACACACACACACACACACACACACACACATATA 

72370 72380 72390 72400 72410 72420 

TATATATATATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCTCTCTGT 

72430 72440 72450 72460 72470 72480 

TGCCCAGGCTGGAGTGCAGTGGCGCCATCGAGGCTCACTGTAACCTCTGCCTCCTGGGTT 

72490 72500 72510 72520 72530 72540 

CAAGCGATTCTCCTGCCTCAGTCTCCCGAGTCGCTGGGATTACAGGCGCCCACCACTACA 

72550 72560 72570 72580 72590 72600 

CCCAGCAAATTTTTTGTATTTTTTAGTAGAGACAGGGTTTCGCCAAGTTGGCCAGGCTGG 

72610 72620 72630 72640 72650 72660 

TCTTGAACTCTTGACCTCAGGTGATCTGCCCGCCTCGGCCTCCCAAAGTGATGAGATTAC 

72670 72680 72690 72700 72710 72720 

AGGCTTGAGCTACCGCACCCAGCCCACTTTTTTTTTTTTTTAAAGCTTCTTAACTGACTT 

72730 72740 72750 72760 72770 72780 

TCCTGTTTCCACTCTTCCTAGCATTGACGCATCTCTTATACCAAAATAATTTTTCTAGCA 

72790 72800 72810 72820 72830 72840 

CAAATCTGATTATCTGTGTCTCAGCTTAAAAACCTTTCAGCTGGCCAGGCGTGGTTGCTC 

72850 72860 72870 72880 72890 72900 

ACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCAGGTAACCTGAGGTTGGGAGT 

72910 72920 72930 72940 72950 72960 

TCGAGACCAGCCTGACCAACATGGAGAAACCTGGTCTCTAATAAAATACAAAAATTAGCC 



72970 72980 72990 73000 73010 73020 



SS.AC003042 



GGGCGTGGTGGCGCATGCCTGTAATCCCAGCTACTCCGGAGGCAGAGGCAGGAGAATCAC 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



73030 73040 73050 73060 73070 73080 

TTGAACCCGGGAGGCAGAGGTTGCAGTGAGCCGAGATCACACCACTGCACTCCAGCCTGG 

73090 73100 73110 73120 73130 73140 

GCAACAAGAGCAAAACTCTGTCTCAAAAAAAACAATU^CAAAACAAAACAAACTTTTCAGT 

73150 73160 73170 73180 73190 73200 

TGTCTCTTATTATTAATACTTCTGATTTACACTCTTCTTCGTGTTTTTTTTTTTTTAAGA 

73210 73220 73230 73240 73250 73260 

TGGAGTTTCACTCTGTCACCCAAGCTGGAGTGCGGTGGGGCGATCTTGGCTCACTGCAAC 

73270 73280 73290 73300 73310 73320 

CCCCGCCCCCCAGGTTCAAGCAATTCTCCTGCCTCAGACTCCTGAGTAGGTGGGATTACA 

73330 73340 73350 73360 73370 73380 

TGCGCCCACCACCACACTTGGCTGATTTTTGTGTTTTTAGTGCAGATGGGGTTTCACCAT 

73390 73400 73410 73420 73430 73440 

GTTGGCCAGGCTGGTCTTGAACTTCTGACCTCAAAGTGATCCCCCCACCTCAGCCTCCCA 

73450 73460 73470 73480 73490 73500 

AAGTGTTGGGATTACAAGCATCAGCCACCACGCCCGGCCTAGACTTCTTACTATAGTATT 

73510 73520 73530 73540 73550 73560 

TACCCTTCTACTGCCATATCTTTGTTTCATGCACACACGTTTTGCTGGACCAATAGTAGA 

73570 73580 73590 73600 73610 73620 

TAACAATGTTTCTTAAAATGAAGATATGGGCTGGGCGCGGTGGCTCACGTCTGTAATCCC 

73630 73640 73650 73660 73670 73680 

AGCCCTTTGGGAGGCAAAGGCGGGTGGATCATCTGAGCTCAGGAGTTCGAGATCAGCCTG 

73690 73700 73710 73720 73730 73740 

GCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAATATTAGCCAGATGTGGTGGCA 

73750 73760 73770 73780 73790 73800 

TACACCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCCGGGAG 

73810 73820 73830 73840 73850 73860 

GCAGAGGTTGCAGTGAGCCAAGATCGCACCACTGCACTCCAGCCTGCATAAGAAGAGCGA 

73870 73880 73890 73900 73910 73920 

AACTCCATCTCAAAAAAAAAAAAAAAAATATATATATATATATATATATATATATATATA 

73930 73940 73950 73960 73970 73980 

TATATATGTTACATTAGAGGCTCTAAGCCCACTTGGTAAACAGAGGCAACAATGCTGACA 

73990 74000 74010 74020 74030 74040 

AATAATGTTAAATTATGTTATTTCACTAAAGTTTTAAATATGGGCAAAAATATACT^AAAA 

74050 74060 74070 74080 74090 74100 

TTAACACAAAATGGATTAAAAACTAAATGTTAACATCTGAAAACCATAAAACTAGAAGAA 



74110 



74120 



74130 



74140 



74150 



74160 



AACATAGGGGAAACTCTTCATGACACTGGACTAAGTGATGATTTCCTGGCTATGACACCA 

74170 74180 74190 74200 74210 74220 

AAAGCACACATGCACAACAAAAACAAAAATAGATGCTTCTCTGAGAAAACACCAAATGGC 

74230 74240 74250 74260 74270 74280 

AGATGATGCTGGTGGCAGCCGGTGGTGGGGATCGCCTGGGATGGGGAAATGCAGTGGCTT 

74290 74300 74310 74320 74330 74340 

CCGTGGAGGTTTCGGCAGTGGCATCCGGGGCCGGGGCTGGGGCTGAGGCCGCGGCTGAGG 

74350 74360 74370 74380 74390 74400 

CCGCAGAGCTCATGGAGGCAAGGCCGAGGATAAAGAGTGGATGCCTATCACCAAGCTGGG 

74410 74420 74430 74440 74450 74460 

CCGCCTGGTCAAGCACATGAAGATCAAGTCCCTGGAGGAGATGTATGTCTTCTCCCTGCC 

74470 74480 74490 74500 74510 74520 

CATGAAGGAATCTGAGATCACTAACTTTTTCCTGGGGGCCTCTCTCAAGGACGAGGTTTT 

74530 74540 74550 74560 74570 74580 

GAAGATTATGCCAGTGCAGAAGCAGACCCGTGCCGGCCAGCGCACCAGGTTCAAGATGTT 

74590 74600 74610 74620 74630 74640 

TGTTGCCATCGTGGACTACAATGGCCACATCGGTCTGGGTGTTAAGTGCTCCAAGGAGGT 

74650 74660 74670 74680 74690 74700 

GGCCACTGCCATCCACGGGGCCATCATCCTGGCCAAGCTCTCTATTGTCCCTGTGCACAG 

74710 74720 74730 74740 74750 74760 

AGGCTACTGGGGGAACAAGATCAGCAAGCCCCACACCATCCCTTGCAAGCCGACAGGCCA 

74770 74780 74790 74800 74810 74820 

CCACGGCTCTGTGCTGGTGCGCCTCATCCCTACGCCCAGAGGCACTGGCATCGTCTCAGT 

74830 74840 74850 74860 74870 74880 

GCCTGTACCCAAGAAGCTGCTTATGATGGCTGGTATTGATGACTGCTACACCTTAGCCAG 

74890 74900 74910 74920 74930 74940 

GGGCTACACTGCCGCCCTGGGTAACTATACCAAGGACACCTTTGATGCCATCTCTAAGAC 

74950 74960 74970 74980 74990 75000 

CTACAGCTACCTGACCCCCGACCTCTGGAAGGAGACTGTATTCATCAAGTCTTCCTGTCA 

75010 75020 75030 75040 75050 75060 

GGAATTCACTGACCATCTCGTCAAGACCCACACCAGAGTCTCCATGCAGAGGACCCAGGC 

75070 75080 75090 75100 75110 75120 

TCCAGCTGTGGCTACAACACAGGGTTTTTATACAAGAAAAATAAAGTGAATTAAGCCTGA 

75130 75140 75150 75160 75170 75180 

AAAAAAAAAAAAAGACTACAGTCGTGTCACTTAACAATGGGACACATTCTGAGAAATGCA 

75190 75200 75210 75220 75230 75240 

TTGTTAGCTATTTTGTTGCTGTGCGAACATCAGAGTGTACTTACACAAACCTAGGTAGTA 

75250 75260 75270 75280 75290 75300 



SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

ss,AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS. AC003042 



TACATATTTTTATTTATATTTTTTTCACATGGAAAACCAAATGTCCCAGCACCATCACTG 

75310 75320 75330 75340 75350 75360 

AATATTAATCATTTCCTCTACTTGATCTGCAACGCAGTATGCTCCATTATAATCTTACGG 

75370 75380 75390 75400 75410 75420 

GCCCACTGTCATATATGTGGTCTATCACTGACCAAAATGTCATCACATAGCACATGACTA 

75430 75440 75450 75460 75470 75480 

TGCATTAAACTTAAAAACGTTGGCACAGCAAAGATGATCAACAGAGTAAAAAGGCAACCC 

75490 75500 75510 75520 75530 75540 

AAAGAATGGGAAAAAATATTTGCAAACCATATATTGAATAAGGGGTTAATAGCCAGAATA 

75550 75560 75570 75580 75590 75600 

TAAAGAACCACTAGAACTCAATCACAAAAAAAATAGCTTAATTTAAAAATGGGCAAAGCC 

75610 75620 . 75630 75640 75650 75660 

GTGATCATGCCACTGCACTCCAGCCTGGGCAACAAAGAAGATCCTGTCAAAAAAATAAAA 

75670 75680 75690 75700 75710 75720 

TAACTTAAAAGTAAATAAATAAATGGGCAAAGCATGAATCGACATTTCTCCAAAGATTAT 

75730 75740 75750 75760 75770 75780 

ATACAAATGGCCAGCAAACATATGAAAAGATGCTCAACATCACTAATCATCAGGAAAATG 

75790 75800 75810 75820 75830 75840 

CACATCAAAAACACAATGAGATATCACCTTAAACCAACTAGAATGACCACTATCAAAACA 

75850 75860 75870 75880 75890 75900 

ACAACAACAACAAATAACAAGTGTTACTGAGGATGTGAAGAAATTGGAACCCTTATGCAC 

75910 75920 75930 75940 75950 75960 

TGCTGGCAGGAATATAAAACGGTACAGCTGCTATGGAAACCGGTACGGAAGTTCTTCAAA 

75970 75980 75990 76000 76010 76020 

ATAAAACTACCATACGATCCAGGAATCCCACTTCTAGGTATATATCCAAAAGAACTGATA 

76030 76040 76050 76060 76070 76080 

GCAAGGATCTTGAAGAGATATTTGCACACTCATGTTCACTGCAGCATTTATTGACAACAG 

76090 76100 76110 76120 76130 76140 

GCGAAATGTGAGAGCAACCTTCAATGTCCATCAATGTATGAATGGACAAAGAAATGTGAA 

76150 76160 76170 76180 76190 76200 

TAGCCAGGTGCGGTAATCCCAGCACTTTGGGAGACCGAGGCGAATGGATCACTTGAGGTC 

76210 76220 76230 76240 76250 76260 

TGGAGTTCAAGACCAGCCTGACCAACAAGGTGAAACCCTGTCTCTACTAAAAACACAAAA 

76270 76280 76290 76300 76310 76320 

ATTAGCCAGGTGTGGTGGTGTGTGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGA 

76330 76340 76350 76360 76370 76380 

GAATCACTTGAACTCGGGAGGCGGAGGTTGCAGTGAACCGAGATCAAGCCACTGCACCCC 



76390 



76400 



76410 



76420 



76430 



76440 



SS.AC003042 



TGCCTGGGCAACAGAGCGAGACTGTCTCAAAAAAAAAGAAAAAAGAAAAGTGAATAATAT 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



76450 76460 76470 76480 76490 76500 

CACATATACTATGACACTGCCCATTTTTAAATAATGTCACAGTATTGTGACATTATTCAG 

76510 76520 76530 76540 76550 76560 

CTTTTAGAGGGGAATCCTGTCATATGCTACAACATAGATGAATCTTAGACATTATCTAAG 

76570 76580 76590 76600 76610 76620 

TATTGTCTTAGATAATGGCTAAGTAAAATAAGCCAATCACAAAAATTCAAGTGCTACATT 

76630 76640 76650 76660 76670 76680 

ATCCCATTTATATGAGCTATCTAAAATAATTAAACTCAGAAACAGAAAGAAGAATTGTGG 

76690 76700 76710 76720 76730 76740 

TTGCTAGGGGGTGAGGGGAGAAAAAAGGTGTTGTTCAATGCGTATAGTTTCAGTTGAGAT 

76750 76760 76770 76780 76790 76800 

GAAAAAGTTCTAGAGATCTGTTGTACAACAATGTGCATATAGTTAACAAAATTATAATGT 

76810 76820 76830 76840 76850 76860 

ACACTTAAAAACTGTTTGAAAGGTAAATTTATGTTTCACGGTTTTTTGAGACAGGGTCTC 

76870 76880 76890 76900 76910 76920 

ACTCTGTTGCCCAGGCTGGAGTGCAGTGGCATACTCTTGTCTCACTGTAGCCTCAACCTC 

76930 76940 76950 76960 76970 76980 

CCTAGTAGGCTCAGGTGACCCTCCCCGCCTCATCCACCTGAGTACCTGGGACTACAGGTG 

76990 77000 77010 77020 77030 77040 

TGTGCCACCACGCATGGCTAATATTTGTATTCTTTGGAGAGACAGGGTTTGGCCATGTTG 

77050 77060 77070 77080 77090 77100 

CCCAGGCTAGTCTTGAACTCCTGGGCTCAAACAATCCGCCCACCTCAGTCTCCCAAAATG 

77110 77120 77130 77140 77150 77160 

CTGAACTGTGAGACACTGTGCTTAGCCTTATTTTGTGTTCTTTTAAAATATACACATACG 

77170 77180 77190 77200 77210 77220 

CGCGCAGGAACAGAAAGTCTCTCCTTTAGGAGAGAAAAAACGGACACAGAAATAACAACA 

77230 77240 77250 77260 77270 77280 

AATACTTCCACATTTTCAGGTTATAAACAGCAAGTTCACATTTTCAGGTAATTAAATGGT 

77290 77300 77310 77320 77330 77340 

CAAATATCAAAGAGAACAATAATAAAACTTGAAATATTTTCCCCCTATTTTACTGCTTTA 

77350 77360 77370 77380 77390 77400 

TACTCTCATAGTAGTTTAATATATGTTTGATTGTACAACTATAAGCATAAGTAAATAGCA 

77410 77420 77430 77440 77450 77460 

AGTTAAAAATAGGATATAAAAGCCGTAAAAGCTTTTTTCCCATTTGCAAAAGCAGCATTG 

77470 77480 77490 77500 77510 77520 

CATATGACTTTTTTAAAACTTTTTTTTTTCGAGACAGAGTCTCACTCTGTCACCCAGGCT 



77530 



77540 



77550 



77560 



77570 



77580 



SS.AC003042 



GAAGTGCAGTGGCATGATCATGGCTCACTGCAGCCTTCAACCTTCCTGGGCTCAAGTGAT 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 
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SS.AC003042 



SS.AC003042 



SS.AC003042 
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SS.AC003042 
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77590 77600 77610 77620 77630 77640 

CCTCCCACCTCAGCCTCCCGAGTAGATGAAACTGCAGGTGTGTCACTACGCCCAGCTAAT 

77650 77660 77670 77680 77690 77700 

TTTTTTATTTTGTTTTTATATTTATTTATTTATTTTTATTTACTATTATCTTTTTTTTGA 

77710 77720 77730 77740 77750 77760 

GATGGAGTCTCGCTCTGTCGCCCAGGCTGCAGTGCAGTGGCGCAAACTCGGCTCACTGCA 

77770 77780 77790 77800 77810 77820 

AGTTCCGCCTCCTCGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTA 

77830 77840 77850 77860 77870 77880 

CAGGCGCCCGCCATCAAGCCCGGCTAAATTTTTTGTATTTTTTAGTAGAGATGGGGTTTC 

77890 77900 77910 77920 77930 77940 

ACAGTGTTAGCCAGGATAGTCTCAATCTCCTGACCTCATGATCCGCCCGCCTCGGCCTCC 

77950 77960 77970 77980 77990 78000 

CAAAGTGCTGGGATTACAGGCGTGAGCCATGGCACCCGGCCTGTTTTTTTTGTGAGATGG 

78010 78020 78030 78040 78050 78060 

AGTCTTGCTGTTGCCGAGGCTGGAGAGCT^TGGCGTAATCTTGGCTCACCGCAACCTCC 

78070 78080 78090 78100 78110 78120 

ACCTCTCAGGTTAAGTGATTCTCCTGCTTCAGCCTCCTGAGTAGCTGGGATTACAGGCAC 

78130 78140 78150 78160 78170 78180 

ACGCCACCAAGCCCGGCTAATTTTTGTATTTTTAGTAGAGACGGGGTATCACCATGTTGG 

78190 78200 78210 78220 78230 78240 

CCAGGCTGGTCTTGAACTCCTGACCTTGTGATCCACCCACCTCCGCCTCCCAAAGTGCTG 

78250 78260 78270 78280 78290 78300 

AGATTAGAGGAGTGAGCCACCACACTCAGCCTTTATAAATGGGCCTCCCTATGTTGCCCA 

78310 78320 78330 78340 78350 78360 

AGCTGGTATTGAACTCCTGAACTCT^GTGATCCTCCTGCCTTGGCTTCCCAAAGTGTTGG 

78370 78380 78390 78400 78410 78420 

AATTATAGGCTTGAGCCACAATGCCCAGCCTTAAAAAACCCTTAAGGCAGAGGTTTCAGT 

78430 78440 78450 78460 78470 78480 

TTATTAACACCTCATTTCTAATGATGTTCTATCACGTCTCAGCCTTTTGACTAAGATCAA 

78490 78500 78510 78520 78530 78540 

GTGTAGTATCTGCCGATGTTCTACCGTAATACTTTTCTTTTGAGACAGAGTCTCACTCTG 

78550 78560 78570 78580 78590 78600 

TCACCCAGGCTTGAGTGCAGTAGCACAATCTCAGCTCACTGCAAACTCTGCCTCCCAGAT 

78610 78620 78630 78640 78650 78660 

TCCAGCAATTCTCATGCCTCAGCCTCCTGAGTAGCTGGGATTACAGAAGTGCACCACCAT 



78670 



78680 



78690 



78700 



78710 



78720 



SS.AC003042 GCCTGGCTAATTTATGTATTTTCAGTAGAGAGGGGTTTCACCATGTTGGCCAGGCTGGTC 



78730 78740 78750 78760 78770 78780 

ss. AC 003042 TCAAACTCCTGGCCTCATGTGATCTGCCCATTTCAGCCTCCCAAAGTGCTAGGATTACAG 

78790 78800 78810 78820 78830 78840 

ss. AC 003042 GCATGAGCCACCATGCCCGGCCTCTACCGTAATTCTTTTTTTGTTGTTGTTTTTTTGGGA 

78850 78860 78870 78880 78890 78900 

ss .AC003042 ACGAAGTTTCACTCTTGTTGCCCAGGCTGGAGCGCAATGGCGCGATCTCAGTTTACTGCA 

78910 78920 78930 78940 78950 78960 

ss .AC003042 ACCTCTGCCTCCTCCTGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCTGAGTAGTTGGGA 

78970 78980 78990 79000 79010 79020 

ss .AC00304 2 TTATAGGCACCCACCACCACGCCCAGCTAATTTTTGTATATTTAGTAGAGATGGGGTTTC 

79030 79040 79050 79060 79070 79080 

SS.AC003042 CCCATGTTGACCAGGCTGGTCTTGAACTTCTGACCTCAGGTGATCCACCCGCCTTGGCCT 

79090 79100 79110 79120 79130 79140 

SS.AC003042 CCCAAAGTGCTGGGATTACAGGCATGAGCCACTGCACCCAGCTGCTAATTTTATTTTAAT 

79150 79160 79170 79180 79190 79200 

SS . AC003042 TTTTATTATTTTTGAGATGGCGTTTCACTCTGTTGCTCAAGCTGGAGTGCAGTGGTACAA 

79210 79220 79230 79240 79250 79260 

SS.AC003042 TCACGGCCACTGTGATCATGGTGCACCTTCAACCTCCTGGGCTCAAGTGATACTCTCACC 

79270 79280 79290 79300 79310 79320 

SS . AC003042 TCACCCTCCCCAGTAGCTAGGACTACAGGTTTGTGCCACCATGGCAGCTAATTTTTCTGC 

79330 79340 79350 79360 79370 79380 

SS.AC003042 TTTTTTGTAGAGACGGGGTTTTACCATGTTGTCTAGGCTGGTCTAAAACTCCTGAGCTCA 

7 9390 79400 79410 79420 79430 794 40 

SS . AC003042 AACCATCTACCTGACTTGGCCTCCCAAAGTGCTGGAACTACAGTTGTGAGCCACCATGCC 

79450 79460 79470 79480 79490 79500 

SS . AC00304 2 CAGCCTATGTTTGTTTTAAAGAAGACAAAAATTGAGGCACAGAAAGTCAACTAACTTGTA 

79510 79520 79530 79540 79550 79560 

SS.AC003042 CAGTTACAATTAGTAGAATCCAGATGCAATACAATCTCCCTAAATTCATCACTCACTGCC 

79570 79580 79590 79600 79610 79620 

SS.AC00304 2 TTAATTATTATTACTCTCAACCATACTTTCTCACAACCGTTAAGATATCTGTAAAATGGA 

79630 79640 79650 79660 79670 79680 

SS.AC003042 CTAAAATCCATCTAAAAATGTTAAAACACTAACCCTAAACATAGGAAAATCTACAAAACC 

79690 79700 79710 79720 79730 79740 

SS.AC003042 ATTATAAGAAACTCCAAAACATGTGCTCTAATAACTTGTCATTTATCACCTGCAAAAACT 

79750 79760 79770 79780 79790 79800 

SS . AC00304 2 ATCTTTTGGGAGGATCAATTCATATTTAAAGAGGAAGGATATATGTTTTGTGTCTGTATA 

79810 79820 79830 79840 79850 79860 



SS.AC003042 GTCCCTGTAAAACTCCAAGTAAGTGACACATTCTCTACTCTCTTGGGCATAATCCACCAA 

79870 79880 79890 79900 79910 79920 

ss. AC 003042 AAAGGCAAAGAAAGAAAGTTTTTAATTGAAAAAAGAAAAACACCAATAAACTTGGTATGC 

79930 79940 79950 79960 79970 79980 

SS.AC003042 GGGCGAAGTCATTAGCTTACTGCCACATAAAGTAATGACACCAGTTTTTATCATTCACTT 

79990 80000 80010 80020 80030 80040 

SS.AC003042 GATTTTTAGAGGCACTCCCAAAATAATTGTGTATATCTGCCTCAAAGTCAAAGGACATAC 

80050 80060 80070 80080 80090 80100 

SS.AC003042 AACCACAAACGCAACTTGTAACAAATTTAAACAGTAGAACTGCCCCAAGAACACCATCTC 

80110 80120 80130 80140 80150 80160 

SS.AC003042 TAGATGCTGTTACCTTACCAGTTGCTTTTTCTTTTTTTGAGACGGAGTCTTGCTCCGTTG 

80170 80180 80190 80200 80210 80220 

ss . AC003042 GAGTGCAGTGGCACGATCCTGGCTCACTGCAACCTCTACCTCCTGGTTTCAAGCAATTCA 

80230 80240 80250 80260 80270 80280 

SS.AC003042 CCTGCCTCAGTCTCCCAAGTAGCTGGGACTACACGTGCGTGCCACCATGCCTGGCTAATT 

80290 80300 80310 80320 80330 80340 

SS.AC003042 TTTTTATTTTTAGTAGACACGGGGTTTCGCCACGTTGGCCTGGCTGGTCTCAAACTCCTG 

80350 80360 80370 80380 80390 80400 

SS.AC003042 ACTTAAGGTGATCCACTTGACTGAGACTTCCAAAGTGCTGGGATTACAGACGTGAGCCAC 

80410 80420 80430 80440 80450 80460 

SS.AC003042 CGCACCCTGCCCACCAGTTTCCTTTTCTACTGGAGTCTCCTCCCTATGAATTTCCAAATG 

80470 80480 80490 80500 80510 80520 

SS.AC003042 TTAATGACACTTAGAAGATTCCTTTGTAGGCCAGGCACGGTGGCTCACACCTGTAATCCC 

80530 80540 80550 80560 80570 80580 

ss . AC003042 AGCACTTCGGGAGGCTGAGGAGAGCGGATCACAAGTCAGGAGACTGAGACCATCCTGGCA 

80590 80600 80610 80620 80630 80640 

ss . AC003042 AACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGCACAGTGGTATGT 

80650 80660 80670 80680 80690 80700 

ss. AC003042 GCCTGTAATCCCAGCTACTTGGGAGGGTGAGGCAGGAGAATCTCTTGAACCAGGGAGTCA 

80710 80720 80730 80740 80750 80760 

ss. AC 003042 GCAGTTACAGTGAGCCGAGATCGAGCCAGCGCATTCCAGCCTGGCAACAGAGCGAGACTT 

80770 80780 80790 80800 80810 80820 

SS.AC003042 CGTCTCAAAAAAAAAAAAAGAAAATTCCTTTGTAAAAGTAGTGTTCTATAAAGAAAAATC 

80830 80840 80850 80860 80870 80880 

SS.AC003042 TGAAGTTACTTTTATAGTAACAAAACACATGAATATCAACTCTCTTTTGGGGTCCTGATA 

80890 80900 80910 80920 80930 80940 

s s . AGO 03042 ATGACAGAAGAAATACTTCAAATATTAAGTAAAAAGCTACTAATTTAATTTTGAAAATGC 

80950 80960 80970 80980 80990 81000 
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CATTATAGGCTGGGCACAGCTCATGCCTGTAATCTCAGCACTTTGGGAGGTCGAGGCAGA 
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81010 81020 81030 81040 81050 81060 

TGGATTACCTGAGGTCAGGAGTTCGAGACCAGCCTGAACAACATGGCGAAGCCCCGTCTC 

81070 81080 81090 81100 81110 81120 

TACTAAAAATACAAAAATTAGCCGGGCGTGGTGGCATGCGCCTGTAGTCTCAGCTACTCA 

81130 81140 81150 81160 81170 81180 

GGAGGCTGAGGCAGGAGAACCGCTGGAACGCGGGAGGCGGAGGGAACAGTGATCCGAGGT 

81190 81200 81210 81220 81230 81240 

CTCGCTACTGCACTCCAGCCTGGGTGACAGAGTGCAACTCTGTCTCAAAAAGAAAAAAAA 

81250 81260 81270 81280 81290 81300 

AAAAATCACAAAATAGGAGATGCTGGCTTAACACAAGAAGGCTAACCCTGAGAGTCATCC 

81310 81320 81330 81340 81350 81360 

CATAAAGCAACTGCTTTGGCCAAGCGCAGTGGCTCATGCCTGTAATCCTAGCACTTTGGG 

81370 81380 81390 81400 81410 81420 

AGGCCGAGGTTGGTGGATCACAAGGTCAGCAGATCTAAACCATCCTGGCCAACATGGTGA 

81430 81440 81450 81460 81470 81480 

AACCCCATCTCTACTAGAAATACAAAAATTAGCTGGGTGTGGCGGCGTATGCCTGTAATC 

81490 81500 81510 81520 81530 81540 

CCAGCTACTCGAGACGCTGAGGCAGGAGAATCTCTTGAACCTGGGAGGCAGAGGTTGCAG 

81550 81560 81570 81580 81590 81600 

TGAGCCGAGATCGCGCCACTGTACTCCAGCCTGGCGACAGAGCTAGACTCCATCTCAAAA 

81610 81620 81630 81640 81650 81660 

AAAAAAAAAGGAACTGCCTACTCTAATATTAAGCTCCGCCTAGTGCCAAGTATTAAAGGG 

81670 81680 81690 81700 81710 81720 

AAGGCTAGAATGCTATTATACAAAGGAGTTCAGTGACAGGCCACTCTAGGTGACTGACAC 

81730 81740 81750 81760 81770 81780 

ATAAGGCACCTTCCACATTATACTGGAACAACCATCAGACTTACCTGTGTTTTCGCAGAT 

81790 81800 81810 81820 81830 81840 

ATGTTTCTAGTGTTTCTAAAAGACAACTCGAGTCAATTAAAACTACTTCATCCCTGCATT 

81850 81860 81870 81880 81890 81900 

CCTGCGACATTAGTTCCCATACATCCATCCAACAACCTCTGTAGAAAGAACAAATATTAG 

81910 81920 81930 81940 81950 81960 

TGAAAAGGGAGAATACAGAAGGGTAAAACCTTAAAAAAACAAAAAACAGATTAAAGTATT 

81970 81980 81990 82000 82010 82020 

GCTTGTTTTTACCTGGCTGTTCCCTGGAAACGTCCATAATGGAAAATGATCCTATACTTG 

82030 82040 82050 82060 82070 82080 

CCGTCCTTCCTGTGGCCTTCACTATTTCTCATCTGTACTTAACTTCTCTGAACTGACACT 



82090 



82100 



82110 



82120 



82130 



82140 



SS.AC003042 GCTACTGCTCCCTTCACCGTAGTATAGTACAAAGCTTAGTGACACTGAGATAATCTGAAG 

82150 82160 82170 82180 82190 82200 

ss . AC003042 AAATAATTTCTATAGTCTAAATTAAAATCATGAACACTTTAATGATTAAGATATTAGAAC 

82210 82220 82230 82240 82250 82260 

ss. AC 003042 ATGTTTACAAATTATATGATTACATACTCACTTTATATTAATATAACGTTCATTTAAATG 

82270 82280 82290 82300 82310 82320 

SS.AC003042 TGTGCTCATATCTTTATATAAAAACTTCTGCTTGACTATCAAGTTTATCTGATACAATTT 

82330 82340 82350 82360 82370 82380 

ss . AC003042 ^CAACATCTGTAGTTATCAAGAGAGCAACTGGTTAATAAACTAAGTATTCTATGAGCAA 

82390 82400 82410 82420 82430 82440 

ss . AC003042 ATATAGTTGGAATGTTCTAAAGTCAAAATGACCGAAAAAATTATCAAGTATTTTCCCTTT 

82450 82460 82470 82480 82490 82500 

ss . AC003042 TAAACACAGACCAATCTTCCACAAATTGAAAATTCTAAGAAGTTTTGATCTACTTAATGA 

82510 82520 82530 82540 82550 82560 

SS.AC003042 GATCATCATCAAGTAATTTTTTTTTTACTTTTATTTTGTAGAGACAAGGTCTCTACTATG 

82570 82580 82590 82600 82610 82620 

SS.AC003042 TTGCCCAGCCTGGCCTCAAACCCCTGACCTCAAGCCATTCTCCCACCTCAGCCTCCCAAA 

82630 82640 82650 82660 82670 82680 

SS.AC003042 GCACTGGGATTACAGGTGTGAGCCACCATGCTCAGCTCAATTTTTTTTTTGTAATCACTC 

82690 82700 82710 82720 82730 82740 

SS.AC003042 CTTTTTAAAGCTAAACCATGGTAACAAAACTATCATCTACCTTCACATGTATAAGTAGCT 

82750 82760 82770 82780 82790 82800 

SS.AC003042 GGGAAGGTCATAGATTAATTACAGTGAATAAGTTTTACATTTACTAAAAGATAGTACACT 

82810 82820 82830 82840 82850 82860 

SS.AC003042 AAGACGAACACTTTATACAGCCTAAATTAATAAGAACTATGTGGTAATTTTTTTTTTTTT 

82870 82880 82890 82900 82910 82920 

SS.AC003042 GAGACAGATTCTCGCTCTGTCACTCAGGCTGGAATGCAGTGGCGTGATCTTGGCTCAGTG 

82930 82940 82950 82960 82970 82980 

SS.AC003042 CAACCCCACCCCTGCAGGGGCTCAAGTGATCCTCCTACCTCAGCCTCCCGAATAGCTAGG 

82990 83000 83010 83020 83030 83040 

SS.AC003042 ACCATAGGCGTGTACCACCACACCAGGTTATTTTTATTTTTTTATTTTTTGTATTTTTTA 

83050 83060 83070 83080 83090 83100 

SS.AC003042 AGTAGAGACAGCAGGGTCTTGTCATGTTGCCCAGGCTGATCTCCGACTCCTCAGCTCAAG 

83110 83120 83130 83140 83150 83160 

SS.AC003042 CAATCCACCCACCTCAGCCTCCCAAAGGGCTGGGATTACAGGCGTGAGCCACCAAGCCCA 

83170 83180 83190 83200 83210 83220 

SS.AC003042 GCCCTATACAATTTTTTAACAAACTTACTAAAAACTTCCCACTCTCCCTCCCCAACAGGG 

83230 83240 83250 83260 83270 83280 



TTCAACTTCAGTATGAAAATTGCCACACATTTTGCTTTGTTGCAGCACATTTATCTTGGA 

83290 83300 83310 83320 83330 83340 

CCTGCATTCCAAGGGAAATGTGGGTTTACACTCCATTCAATCACAGCCTTCTTGATTTTT 

83350 83360 83370 83380 83390 83400 

CATGATTCTGAACAACTGGCTCCTGTCTGTTCTTCTGCAGGTCTCAGTACAGTCCAAGGA 

83410 83420 83430 83440 83450 83460 

ATTCATTACACCTTGGACGCCAGAGACGGAAAAACCTCTGAACTTTTAACTTACTCTATG 

83470 83480 83490 83500 83510 83520 

TAGCTAAATGGGTATTTCTCAACCCTCTGCCTAAAATGTAAGTTATCCACACAATTCAGC 

83530 83540 83550 83560 83570 83580 

TCTGTACTCCCTCTCACAAGGGCTCAGGCCAAGGTTTAGCTCCCCTTATTTGTGACAACA 

83590 83600 83610 83620 83630 83640 

AAAACATCATCTGTTCCACTTTCCATGCTACATCCTTCTATTCTCAACTCTGATATTTCC 

83650 83660 83670 83680 83690 83700 

TTTTTGAGACAGAGTCTCACTCTGTCGCCCAAGCTGGAGTGCAGTGGTGTGATCTCGGCT 

83710 83720 83730 83740 83750 83760 

CACTGCAACCTCCGCCTCCCAGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCT 

83770 83780 83790 83800 83810 83820 

GGGACTACAGGCGTGTGCTACCACACCTGGCTAATTTTTGTATTTTTAGTAGAGACGGGG 

83830 83840 83850 83860 83870 83880 

TTTCGCCATATTGGCCAGGCTGGTCGCGAACTCCTGACCTCGTGATCTGCCTGCATCGGC 

83890 83900 83910 83920 83930 83940 

CTCCCAAAGTGCTGGGATTACCAGTGTGAGCCACCCCGCCCAGCCCCTTTTATTAACTAT 

83950 83960 83970 83980 83990 84000 

ACTTGATCAGTATAATGCATAATTTCCCAGAACTGAAAAACTCTCAAACTCAAGCTCTCA 

84010 84020 84030 84040 84050 84060 

TAATTGAGGGAAAGGTTCATAAAGAGAAATCAGCTAAAGAATGATTATTATATCATTAGA 

84070 84080 84090 84100 84110 84120 

ATGTGAAGGCATTTTTTTTTTAAAAAAAAGCTCTATAAAAAAAATCTGTATCTCAAATCA 

84130 84140 84150 84160 84170 84180 

GGATTTTATTTATAAACATTCTAGACCTTATGCCTTCTATTATTCTTTTAAGATCAAACT 

84190 84200 84210 84220 84230 ' 84240 

TTCCAAAAAAATAACCTTTCCACTTTCTGATTCTGCTCCCATACTCTCCATTCACAGCTT 

84250 84260 84270 84280 84290 84300 

AATCCATGACAACCTTACATTGCATTCACTTTTCAATCATTGCAACCTGGATTCTGCTTC 

84310 84320 84330 84340 84350 84360 

CACTCAATCACTAGCTCAGCTCTTCAAGATCACCAATTATCTCATTGTTACTAAATCCAA 

84370 84380 84390 84400 84410 84420 



SS.AC003042 



TGTCCACTTTTGGGTCCTTGATAACTTGGCCGCATTTAATATAGTTGATCAGACTTCCTT 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss,AC003042 



84430 84440 84450 84460 84470 84480 

GGAACGCTTTTACACCTTGGCTTCCTTCTACCTATCTGGCTACTCTTTCTCAGGTTTCTT 

84490 84500 84510 84520 84530 84540 

TACTAATTTCTTTTCTACCATTAAATTCCTCAGAATTCTTTTACTCTCTTTCCCTTTAGG 

84550 84560 84570 84580 84590 84600 

TGATCTTACATAACATTCTCTAAGATAAACTACAGGCCTACAACTCCAGCCTAGATCTTT 

84610 84620 84630 84640 84650 84660 

CTTCCAGATCTCAAACTTACTCCCAGACAGACAATAACCTGGGTTTACTTGCATAGATGA 

84670 84680 84690 84700 84710 84720 

GAGAATACTCTCAGAAAGGCTGACCTAGATTTCTATTTATTAGGCTAAAACCTAATCAAC 

84730 84740 84750 84760 84770 84780 

TGTATTATACTTTCTCTGGAAATAGACTAAACAAATTAAAAAAGCTATGGGGGGTGGGGA 

84790 84800 84810 84820 84830 84840 

TGTAGCAGCAGGAGGGGGAGTGGAAATACATAAAATGGAGAATCATAGTAGCATTTAATA 

84850 84860 84870 84880 84890 84900 

GTGGTGACCATCCAAGGGAGAGGGAGCCTTGGCTAAGCATACTGTACTGCTTAGCCTGCT 

84910 84920 84930 84940 84950 84960 

ATTCTATGTGGCCTGTGGGAATAACTGAAGCTACCTTAATCAAGAGACAGACACCACTTA 

84970 84980 84990 85000 85010 85020 

AGATCAATTAAGTCCATTCACACTGATTCCATACTCAGCAAACAGCCTTCTAAAACATAT 

85030 85040 85050 85060 85070 85080 

GACTTCCCATGTAGTGGAACTGTAGCTAGAAGGGGATGTAAAATCTGTGGAGGTTTGTTT 

85090 85100 85110 85120 85130 85140 

TGTTTCTTAAGCTGAAAGATAGGAAAACAGAGCTGAATGTAAATTTAACAAAAGTAGGTA 

85150 85160 85170 85180 85190 85200 

ACTGAATAAGCAAAGTGATTGAAAACAAAGAAAATGGAGTGCAGAGCAAGAGTGGAAGGA 

85210 85220 85230 85240 85250 85260 

TTGGTCTTTGAAGGAAGGCAGCAATGAACACAGATGCATAAAATGCTGGGCTACTTGCTT 

85270 85280 85290 85300 85310 . 85320 

CTCAGTTCATCAACAAAGAATATGCTTAACAGAAAAAAAGCACCAGAAGGCAAGCTCTTT 

85330 85340 85350 85360 85370 85380 

ACTGTATCATACCACTTTAGGCCTTCAGCCAACAGGTCATCTCTAATGTGAAAAATTAGC 

85390 85400 85410 85420 85430 85440 

CTGTACTCTGCATTTAGAGTCAGAAATTCTCTGAAGCTACTGACAAATCTGAGAAGGAAG 

85450 85460 85470 85480 85490 85500 

AATGAGCTGATGAAAAAATAAAAAATAAAAAATTTTTAAAAGATACTGACAAATTGGGCC 



85510 



85520 



85530 



85540 



85550 



85560 



SS.AC003042 



AGGCGCCGTGGCTCACGCCTGTTAATCCCAACACTTTGGGAGGCCAAGGCGGGTTGATCA 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss,AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



85570 85580 85590 85600 85610 85620 

CCTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACCTGGTGAAACCCTGTGTCTACTAAA 

85630 85640 85650 85660 85670 85680 

AATACAAAAATTAGCCGGGCATGGTAGCAGGTGCCTGTAATCCCAGCTACTTGGGAGGCT 

85690 85700 85710 85720 85730 85740 

GAGGCAGGAGAATCACTTGAACCCAGGCGGCAGAGGTTGCAGTGAGCCGAGATCGCGCCA 

85750 85760 85770 85780 85790 85800 

CTGCACTCTAGCCCGGGTGACAGGGGAAATTCCATCTCAAAAAAAAAAAAAGAATTTGAA 

85810 85820 85830 85840 85850 85860 

AGAAAGAAAAAAAAAAGATACTGACAAATCAAGCAGCAAAATAACAACTATCCTTAAGAA 

85870 85880 85890 85900 85910 85920 

AACTTCTTTTCTTCAGGCTACAAGAACATAATGTGTGGTTCTTGTTTGGATCCTGATTCA 

85930 85940 85950 85960 85970 85980 

TACAAACCAACATTCAAAAAAAAAAAAAAAACCAGAAACAGGTAAAATCTAAGTATGAAC 

85990 86000 86010 86020 86030 86040 

TGGGTATTCGATTGTTACACTTAATTTTGTTAGGTGTTATGATGGCAATGTGTGAAAAAA 

86050 86060 86070 86080 86090 86100 

AATGTCCATATATTTAGAGATGCATGTGGAAGGATGCAATAGAGTAACACGAAGCCTGGG 

86110 86120 86130 86140 86150 86160 

ACTTGCTTTAAAATACAAAGAAAAAGGTGGATAAATGAAGCAAGTGTGGCAACTCTTGAT 

86170 86180 86190 86200 86210 86220 

TACTACTAAATCTTGGTAAAAGTGCATGGGAGGTTCAATCATTGTATTTTTTACTTTTCT 

86230 86240 86250 86260 86270 86280 

ATGTTTGACAATTTTACTAATAAAATTTATTTTATTTATTTATTTATTTATTTCGAGACA 

86290 86300 86310 86320 86330 86340 

AAGTCTCACTCTTGTCGCCCAGGCTGGAGTGCAATGGTGCGATCTTGGCTCAATGCAACC 

86350 86360 86370 86380 86390 86400 

TCTGCCTCCTGGATTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCTAAGATTACAA 

86410 86420 86430 86440 86450 86460 

GCACCTGCCACCACGCCTGGCTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATG 

86470 86480 86490 86500 86510 86520 

TTGGCCAGGCCGGTCTCGAACCCCCGACCTCAGAGAATCCACCCAACTTGGCCTCCCAAA 

86530 86540 86550 86560 86570 86580 

GTGCTGGGATTACAGGCGTGAGCCACCACGCCCAGCCTTTTTTTTTTTTTTTTTTTTTTT 

86590 86600 86610 86620 86630 86640 

TTTTTTGAGACAGAGTCTCGCTCTGTCGCCCAGGCGACACGATCTCAGCTCACTGCAACC 



86650 



86660 



86670 



86680 



86690 



86700 



SS.AC003042 



TCCACCTCTTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCTAAGTAGCTGGGATCACAG 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



86710 86720 86730 86740 86750 86760 

ATGTGTGCCACCATGCCTGGCTAATTTTTATATTTTTAGTAGAGATGAGGTTTCCCCATG 

86770 86780 86790 86800 86810 86820 

TTGGTCAGGCTGGTCTCGAACTCCTGACCTTGTGATCTGCTCGTCTCGGCCTCCAAAAGT 

86830 86840 86850 86860 86870 86880 

GCTGGGATTACAGGCATGAGCCACTGCACCCGGCCGATAAAATGTTTTAAATATTTTTTG 

86890 86900 86910 86920 86930 86940 

TTGCTCGGTATAGGGGAAAAAAACTTAATAGATTATTAACATACCACTGCCTGGTCATCC 

86950 86960 86970 86980 86990 87000 

AAGTCTTTGTGTCAGGGAGGAAAATGTCTATACAATAATGGTGTAACTCGGAAGTTCAGG 

87010 87020 87030 87040 87050 87060 

TCAAAAAAAAAAAAAAATCAAAAAAAGGTGACAATGACACAAATGAGATATTTAAAAATT 

87070 87080 87090 87100 87110 87120 

AACTTTTCAGAGGCCAGGTGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGACCA 

87130 87140 87150 87160 87170 87180 

AGTCAGGCAGATCACTTGAGGCCAGGAGTTTGAGATCAGCCTGGGCAACATGGCGAAACC 

87190 87200 87210 87220 87230 87240 

CCGTCTCTATTAAAAATCCAAAAAAATTAGCCAGGAGTGGTGGCGAACACCTGTAATCCC 

87250 87260 87270 87280 87290 87300 

AGCTACTCAGGAGGCTGAGGCACAAGAATTGCTTGAACCCAAGAGGCAGAGGTTGCATGA 

87310 87320 87330 87340 87350 87360 

GCTGAGATCGTACCACTGCACTCCAGCCTGAGTGACAGAGCAAGACTGTGTCTCAAAAAA 

87370 87380 87390 87400 87410 87420 

ATAATTAAAAGATAAAATTAATAAAGAAGTATAGTTTTTTAATATCCCATTCTCTCCAAA 

87430 87440 87450 87460 87470 87480 

ACTAAAGTCACGTCTTAGAAAGTCCCTTCACACTCCATGGCTTCGCCTCACTATCCCCAC 

87490 87500 87510 87520 87530 87540 

CCCCAGGCAATTTTGTAGGGGACAACTATGGCACTGTGCTGGGAGAAAGTGAAAAAGCAG 

87550 87560 87570 87580 87590 87600 

CCTTGGACACTATAGCACTTAATCAAGAAGAAAACTACAAATTATTATCAGGCAATATTT 

87610 87620 87630 87640 87650 87660 

GCTTAAAAAATAAAATAGGCCGGGCGCGGTGGCTCACGCCTGTAATCTCAGCACTTTGGG 

87670 87680 87690 87700 87710 87720 

AGGCCGAGGTGGGCGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGA 

87730 87740 87750 87760 87770 87780 

AACCCTGTCTCTACCAAAAATACAAAAAATTAGCCGGGCTTGGTGGCACGCACCTGTAGT 



87790 



87800 



87810 



87820 



87830 



87840 



SS.AC003042 CCCAACTACTCGGGAGGCTGGGGCAGGAGAACAGCTTGAACCCAGGAGGCAGAGGTTGCA 

87850 87860 87870 87880 87890 87900 

ss . AGO 030 4 2 GTGAGCCGAGATGACGCCACTGCACTCCAGCCTGGGCGACAGAGGAGACTCCATCTCAAA 

87910 87920 87930 87940 87950 87960 

SS.AC003042 AAATAATAATAAATATAGAAAACTACAAATTAGTTACATAAATACATATTGTCATAATAT 

87970 87980 87990 88000 88010 88020 

ss. AC 003042 CGTCATAACTACTTTTTTTAAAACCTTGGTAAATTACAGCTAGAGACAAGAAAGATAAAT 

88030 88040 88050 88060 88070 88080 

SS.AC003042 AATTTATACATTATGACTATTCTGTAGATCAAATAATGATTACCACTACTTTGAAAACGT 

88090 88100 88110 88120 88130 88140 

ss. AC003042 TCATATTAGCTGCATACATTTCCATAAAGACTTCAACCGGCCGAGTGTGGTGCCTCACAC 

88150 88160 88170 88180 88190 88200 

SS.AC003042 CTGTAATCCCAGCACTTTGGAGGCTGAGGTGGGCGATCACCTGAGGTCAGGAGTCCGAGA 

88210 88220 88230 88240 88250 88260 

SS . AC003042 CCAGCCTGGCCAATAGGGTGAAACCCCATATCTACTAAAAATACAAAAATTAGCCAGGTG 

88270 88280 88290 88300 88310 88320 

SS . AC00304 2 TGGTGGCACGCACCTGTAGTCCCAGCTACTCAGGAAGCTGAGGCAGGAGAATCATTTGAA 

88330 88340 88350 88360 88370 88380 

SS . AGO 0304 2 CCAGGGAGGTGGAGGTTGCAGTGAGCTGAGATTGTGCCACTGCACTCCAGCCTGGGAAAT 

88390 88400 88410 88420 88430 88440 

SS.AC003042 AAAGGGAGACTCCGTCTCAAAAAAAGAAAAAAAAAAAGACTTCAACCTCCCTCCTCTAAA 

88450 88460 88470 88480 88490 88500 

SS . AC00304 2 ACATATTTAACATAAAAAAATTTTTTTAAATCAGATCTACATTGAGACTTTATATATATC 

88510 88520 88530 88540 88550 88560 

SS . AC00304 2 AAGGCAAAATGGCCAACATAACAAGAGGATCTATTTATTTTGACCTATGTCATAGAGTAT 

88570 88580 88590 88600 88610 88620 

SS . AC00304 2 AACCAATTAATGAATTAAAGCAAACAGTGGGTTTATTTCTTTTACTAAATATGATCAAAT 

88630 88640 88650 88660 88670 88680 

SS . AC00304 2 ATATAATCTTAACAATGACAAAGCCTCTTGGTATTCAATTCTACTTACCCCAAAGGTTTT 

88690 88700 88710 88720 88730 88740 

SS.AC003042 GGCTTGTGCGTATCTAAGGAGTGCAACTGACATCTCTTATTCTTCTTACTTTTTGGAATA 

88750 88760 88770 88780 88790 88800 

SS.AC003042 GCATCTATCATGTCATTTAGTTTGGACCTAATTAAAAATAAAACATATTAAGGGTTTAAT 

88810 88820 88830 88840 88850 88860 

SS.AC003042 TCATTTTACTTTCAAATTTTAAAATCTCTATTTACTGTCTTTTAGAGAGAAGTCTCAAAA 

88870 88880 88890 88900 88910 88920 

SS.AC003042 CAAAACACATUW^CCACTTTTCTCTATCCCCACTGTATCTAGCAGTGTGCCTGGCACT 

88930 88940 88950 88960 88970 88980 



SS.AC003042 



CACGTTATTTCAACACTGACTGCTACCTGACTCTCAGCCATCTTCCCTTGCCCAGCCATT 



SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

ss. AC003042 

ss. AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

ss,AC003042 

SS.AC003042 

SS.AC003042 

ss,AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 

SS.AC003042 



88990 89000 89010 89020 89030 89040 

ATGTAAATACACCAGTTGCAGAAGCACACACCTGTAGTCCCGGCTATTTGGGAGGCCGAG 

89050 89060 89070 89080 89090 89100 

GTGAAAGGATCACTTAAGCCCAAGGGTTTGAGACCAGCCAGGGCAACATAGTGAGATCCC 

89110 89120 89130 89140 89150 89160 

ATGTCTTTAAAAAATATATAAAAACCTCACAAAACATTATGTAAACACAATACATCCTTG 

89170 89180 89190 89200 89210 89220 

AAGAGGAGTCATCAACAGAACTTTTATGCAAATATGGAATACACACTACTACTATCCGCA 

89230 89240 89250 89260 89270 89280 

CCTTCCATCCAACCAATGAGCAAAGTTTGCCAATTCTACCTTTTAAATATTATCTAGAAT 

89290 89300 89310 89320 89330 89340 

CAGGCCTGGTGCAGTAGCTCATGCCTATAATCCCAGCACTTTGGAAGGCTGAGGTAAGAG 

89350 89360 89370 89380 89390 89400 

GATCACTTGAGGCCAGGAGTTCAAAGCCAGCCTGGGTAACATAGCAAAATTTTCATCTCT 

89410 89420 89430 89440 89450 89460 

ACAGAAAATTTTAAAATGAGGCCAGGCATGGTGGCTCACACCTGTAATCCCAGCACTTTG 

89470 89480 89490 89500 89510 89520 

GGAGACTGAGGCCAGGAGTTAAGAGACCAGCCTGGCCAACATGGAGAAACTCTATTTCTG 

89530 89540 89550 89560 89570 89580 

CTAAAAAAAATACAAAAATTAGACAGGTGTGGTGGTGCACGCCTGTAATCCCAGCTTCTC 

89590 89600 89610 89620 89630 89640 

AGGAGGCTGAGGCACGAGAATCACTTGAATCTGGGAGGCGGAGGTAGCAATGAGCCAAGA 

89650 89660 89670 89680 89690 89700 

TTGCACCACTGCACTCCAGCTTGAGACAGAGTGAGACTTTGTCTCAAAAAAATTAATAAA 

89710 89720 89730 89740 89750 89760 

TAAGATAGAATAAAAGCTAAATAAAAATTAACCAATCTAGAATCAGATCACTTCTTATCA 

89770 89780 89790 89800 89810 89820 

CCTCTACCATTATCATCCCTGTCCAACCCACCAATCTCTAGCTTAGTCAACTGCAATAGC 

89830 89840 89850 89860 89870 89880 

TGGCCTCCTAAATGGTCTCCTTGCTGCACCTTCTGCCCTTTACATTCCAGGCCTCACTCA 

89890 89900 89910 89920 89930 89940 

GCAGCTACAGTGATCCTTTTAAAATATGAATCAGATTACATTATTCCTCTGTTCAAAAAC 

89950 89960 89970 89980 89990 90000 

ACTCCAAGGCTTATTTTCTCAAGCCCAGGCACAGTAAATATCAAAAGTCCCTACCACCAT 

90010 90020 90030 90040 90050 90060 

CTCTAAATAGGAAAGCCTCGGGTTTACTTTTCAGACCTCTTCTTCTTTTCCTATTTATAT 



90070 90080 90090 90100 90110 90120 



ss. AC 003042 TCACTAAATGAGACAAATTTACATCTCTAACCCAGACCTCTCTGAATTCTATTTGGATGT 

90130 90140 90150 90160 90170 90180 

SS.AC003042 CTAATCGCTATCTCAAACTTAGCACACCCAAAGATGAGCTCTGTTACATTTCTCCTCAGT 

90190 90200 90210 90220 90230 90240 

ss .AC003042 CTCGTCCCTCTCGGTAAATGGTAACCATTTGCCCATTCTTTTTTTTTTTTTTTTTTTTTT 

90250 90260 90270 90280 90290 90300 

SS.AC003042 TTTGAGACAGAGTCTCGCTCTGTTGCCCACGCTGGACTGCAGTGGCGCAATCTTGCCTCA 

90310 90320 90330 90340 90350 90360 

SS . AC003042 CTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCCCGTCTCAGCCTCCTGAGTAGCTGGGA 

90370 90380 90390 90400 90410 90420 

SS . AC003042 TTACAGGTGCCTGCCACCACGCCCGGCTAATTTTTTATTTTTAGTAGAAATGGGGTTTCA 

90430 90440 90450 90460 90470 90480 

SS . AC003042 CCATGTTGGCCAAGCTGGTTTCAGACTCCTGACCTCTGGTGATCCACCCTCACCGACCTC 

90490 90500 90510 90520 90530 90540 

ss. AC003042 CCAAAGTGCTGGGATTATAGGTGTGAGCAACCACGCAAGGCCTGTTGTCCATTCTTTACA 

90550 90560 90570 90580 90590 90600 

SS.AC003042 TCACAAATCTGAGAATCATCTTTGATGGCCTCCCTCACAACCAATCTATCCAAAAAATCC 

90610 90620 90630 90640 90650 90660 

SS.AC003042 CACTGGCTCATTCCTCAAAATATATCCAGGATCCTTTATAACCATTTTTCACTACCTCCA 

90670 90680 90690 90700 90710 90720 

ss . AC00304 2 AAGCCGTCATTCATTCTCAATACAGAGGTCAAAGTAAGCCAGATTTCATCAGACTATGCC 

90730 90740 90750 90760 90770 90780 

ss . AC00304 2 ACTCTTCTGCTCAAAACCTTCCCAAAGCTTGTCACCTCACTCAGAGTAAAAAAAAAAAGA 

90790 90800 90810 90820 90830 90840 

ss . AC00304 2 CCTCAGCCAGGCACGGTGGCTCACGCCTGTAATCCGAGCACTTTGGGAGTCCAAGGCGGG 

90850 90860 90870 90880 90890 90900 

ss. AC 003042 CAGATCGCCTGAGGTCAGGAGTTCAAGACCAACATGGCCAACATAGCGAAACCCTGTCTC 

90910 90920 90930 90940 90950 90960 

ss . AC00304 2 TACTAAAAAATAAAAAAAAAGTCAAGCGTGGTAGTGGGCACCTGTAATCCCAGCTACTTG 

90970 90980 90990 91000 91010 91020 

ss . AC003042 GGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGCAGTGGTTGCAGTGAGCTGAGAT 

91030 91040 91050 91060 91070 91080 

ss •AC003042 CGAGCCATTGCACTCCAGCCTGGGCAACAATAGTGAAACTCTGTCTGAAAAAATAAA7VAT 

91090 91100 91110 91120 91130 91140 

SS.AC003042 ATGACTGGACCTTTTATTACCTTTTTTTTTTTTTTTTTTTTTTTTGAGATGGAGCTTTAC 

91150 91160 91170 91180 91190 91200 

SS.AC003042 TCTTGTTGCCCAGGCTGGAGTGCAATGTGCGATCTCAGCTCACTGCAACTGCCGCCTCCC 

91210 91220 91230 91240 91250 91260 



ss. AC 003042 GGGTTCAAGAGATTCTCCTGCCTCAGCCTCTCGAGTAGCTGGGATTACAGGGACCCGCCA 



91270 91280 91290 91300 91310 91320 

SS.AC003042 CCACTCCTGGCTAATTTTTTGTATTTTTAGTAGAGACTCGGTTTCAGCGTGTTGCCCAGG 

91330 91340 91350 91360 91370 91380 

SS.AC003042 CTAGTCTTGAACTCCTGAGCTCAGGCAATCCAACTGCCTCGGCCTCCCAAAGTGTTGGGA 

91390 91400 91410 91420 91430 91440 

SS.AC003042 TTATAGGCGTGAGCCACCGCGCCCAGTCGCTCTTCTTTTTTTCTTTTTGAAACGGAGTCT 

91450 91460 91470 91480 91490 91500 

SS.AC003042 CGCTCTGTCGCCCTGGCTGGACTGCAGTGGCGTGATCTCGGCTCACTGCAACCTCTGCCT 

91510 91520 91530 91540 91550 91560 

SS.AC003042 CCTGGGTTCAAGTGATTCTCCTGCCTCAGCCTCCTGAATAGCTGTGATGACAGCCATGCG 

91570 91580 91590 91600 91610 91620 

ss . AC003042 CCACCATGCTCAGCTAATTTTTGTATTTTTAGTAGAGATGGGGTTTCACCACGTTGGTCA 

91630 91640 91650 91660 91670 91680 

ss .AC003042 GGATGGTCTCGACCTCCAGACCTCATGATCTGCCTGCCTTGGCCTCCCAAAGTGCTGGGA 

91690 91700 91710 91720 91730 91740 

ss. AC 003042 TTACAGGCGTGAGCCACCGCGCCCGGCCTTATTACTCTGCTGACCCCATCTTTTATTACT 

91750 91760 91770 91780 91790 91800 

ss . AC00304 2 GTTCCCTTCATTCATCTGGCTCCAGCCACAAGGGCTTCCTTACTATTCCTCAAACATGCC 

91810 91820 91830 91840 91850 91860 

ss . AC00304 2 AATAAAACCCCAACCTCAGAACCTTTACACTAGCTGTCCCTTCTCTGCCTTCCCCCCAGT 

91870 91880 91890 91900 91910 91920 

ss . AC00304 2 TTTCTACAAGATTTGCTTGCTCACTTCATTCAAATCTATATTCAATGTCATTTTATCAGG 

91930 91940 91950 91960 91970 91980 

ss. AC 003042 GAGGCCTTCCCTGACCATCCTCCACAATAATTCTACCCCCACTCCATTCTCTACCTCCCT 

91990 92000 92010 92020 92030 92040 

ss. AGO 030 4 2 TACTGATTTTTCTAACTTATCATCCCTGACAAATTGAATATTTGCTTTCTGTCTGCCTCT 

92050 92060 92070 92080 92090 92100 

ss . AC00304 2 CCCCACGTGGAGAGTTGAAACTTTACATCCACTGGTACATACAACTTACTCAATAAAATT 

92110 92120 92130 92140 92150 92160 

SS.AC003042 ATTAAATCAGACTCAATCTTTCCATCAAGAAAATAAGCTGCCACTGTCACCAAGCTGTTT 

92170 92180 92190 92200 92210 92220 

SS.AC003042 TAAATTTTAACAAACCCATTTTCTCCTAATTGATTATACTTACCCATGTACATAAAATAA 

92230 92240 92250 92260 92270 92280 

SS. AC 003042 TGTATAAAGCTTCTTTGCATCAGTCATGCAGCTTCTAGTTACAGACAGGACTCCCTTGGG 

92290 92300 92310 92320 92330 92340 

SS.AC003042 CCCTACTGTTAGGGGTTCAAGAGCAGGATTTCCAGACTCTACAAGCTGGGAAAAGAGACG 

92350 92360 92370 92380 92390 92400 



ss . AC0030 4 2 CTCCACACTGCGACGACAACCAACACATGGGACAAGCTGAGAAAGTGCACTCAGGACTTC 

92410 92420 92430 92440 92450 92460 

SS.AC003042 GCGTGATGTCACCACCATGGCAATACTTAGATCCTGTTGCTTAAGCATACCATGTCGCTG 

92470 92480 92490 92500 92510 92520 

SS.AC003042 AAAGAGGGAAAGAAAATGAAAGAGTGTCCTTTAAAAAGACGTAAAATTACACTTTCACTA 

92530 92540 92550 92560 92570 92580 

SS.AC003042 CTACTGGTTCCTATCCTTGTGCAGTAAAGTACAACCTGGCCAGGGTTTACCAGCTCTACC 

92590 92600 92610 92620 92630 92640 

SS.AC003042 TGCAACTGAGTCAGAAAGGCAAAGTAGTCAGCTTTGTCCATGCTGTACGGAATTTCCTCC 

92650 92660 92670 92680 92690 92700 

ss . AC003042 ACAAACCCCCTTGCTCTAGAATCTAGGGTATATAAACAACTCTGCTTAGGATGCCAAAAA 

92710 92720 92730 92740 92750 92760 

SS.AC003042 GCAGTACTGCATCTGGAAATGTAGGGCTGGTTCAGTGAGTATTAGGCCAGTCCTCTCACA 

92770 92780 92790 92800 92810 92820 

SS.AC003042 AAAAAAAAAAAAAAAAAAAAAAAAAAAGCACAATACAGCTGTACCTTTTTTTTAAGTTTG 

92830 92840 92850 92860 92870 92880 

SS.AC003042 TTTGTTTTTGTTTTTTGAGACGGCATCTTGCTCTCTCGCCAGGCTGGAGTGCAGTAGCAC 

92890 92900 92910 92920 92930 92940 

SS.AC003042 AATCTCAGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTC 

92950 92960 92970 92980 92990 93000 

SS.AC003042 CCGAGTAGCTGGGACTACAGGTGTGCACCACCACGCCCGGCTAATTTTAGTATTTTTAGT 

93010 93020 93030 93040 93050 93060 

SS . AC00304 2 AGAGATGGGGTTTCACCATGTTGGCAAGGATGGTCTTGATCTTTTGACCTTGTGATCCAC 

93070 93080 93090 93100 93110 93120 

SS.AC003042 CCGCCTCAGCCTCCCAAAGTGCTCGGATTACAGGCGTGAGCCACCACGCCTGGCCTGTTT 

93130 93140 93150 93160 93170 93180 

SS.AC003042 TTTTTGTTTTGTTTTGTTTTGACAACTTTTAACAACACACTTACTATCACTATGTTTAGC 

93190 93200 93210 93220 93230 93240 

SS.AC003042 TACAGGAGTCAAGTTAGGATGGTAATCATATGGAGCAGCAATTCCCAATCCAGAGGCATG 

93250 93260 93270 93280 93290 93300 

SS.AC003042 AACAGGTATATTACGAATTAATGGGAGAAAACATGGCCTATCTTCCTTATGTAGGGAAGT 

93310 93320 93330 93340 93350 93360 

SS.AC003042 AACTAGCATGCTGCTGCTTATGAATTGTATCTGCTGGTTATGACAAGGTAGAAAAATAAC 

93370 93380 93390 93400 93410 93420 

SS.AC003042 TGAGAGCTACTGTTGCAGAGAAATGAGCAAACTCTAGTAAGTAACTTCTACCTGATGGAG 

93430 93440 93450 93460 93470 93480 

SS.AC003042 TTATAGTTAACTGCAGTTAACACTTTCAGATTTGCCAAAAACGGATAGGAAAGTAGGACA 

93490 93500 93510 93520 93530 93540 



SS.AC003042 ATTCCCAAGAAGCATTTTCTCACATTTACCATTACCCTTCCATTCAAAGTTTTCCTAAAA 

93550 93560 93570 93580 93590 93600 

SS.AC003042 GTAGAAATAAGAGTTCTGAAGTAAACTAACAAGTCATCTTCCAATATCTTAATTACAGTC 

93610 93620 93630 93640 93650 93660 

SS.AC003042 AGCCCTCCATATCCATGGGTTCTACATCTGTGAATTTAACCAACCAAGGATCGAAAATAT 

93670 93680 93690 93700 93710 93720 

SS.AC003042 TTGACAGGAAATACTAAACATGTACAGACTTTTCTTCCTTGTCATTATTCCCTAAAGATG 

93730 93740 93750 93760 93770 93780 

ss. AC 003042 CAGTATAACTACTATTTACACAGCATTTACATTGTATTAGGTACTATAAGTAATCTAAAT 

93790 93800 93810 93820 93830 93840 

SS.AC003042 ATGCTTTAAAGTATATGGGAGGATGTGCAGAGGTTACATGCAAATATACATCTTATTTTT 

93850 93860 93870 93880 93890 93900 

ss . AC003042 TCTGAGACAAGGTCTCACTCTATTGCCCAGGCTGGAGTGCAGTGATGCGATCTCAGCTGA 

93910 93920 93930 93940 93950 93960 

SS.AC003042 CTACAACCTCTGCCTCCTGGGCTCAAGAGATCCTGTCACCTGAACCTACGGAGGAGCTGG 

•93970 93980 93990 94000 94010 94020 

SS.AC003042 GACCCCAGGCACATGCTGCCATGTCTGCCCAACTTTTTTGCATTTTCTGTAGAAACAGGG 

94030 94040 94050 94060 94070 94080 

SS.AC003042 TTTTGCCATGTTGCCCAGGCTGGTCTCCAACTACTGAACTCAAGCGATCCACCTGCCCTG 

94090 94100 94110 94120 94130 94140 

SS.AC003042 GCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCATGCCTAGCCCTTACTATATCAT 

94150 94160 94170 94180 94190 94200 

SS.AC003042 TTTGTATAAGCATTGTGGATTTTGGTTTGCCTAGGGATCCTTGAACTATCCCCCACGGAT 

94210 94220 94230 94240 94250 94260 

SS.AC003042 ACTGAGGGACCACTATACATTGCATTTAAGTGTATTTATAAAGCACTATATTTCTCAGGA 

94270 94280 94290 94300 94310 94320 

ss. AC 003042 ATTAAACAAACATCAGAAAATTCATAATATAGGATTACTTTGTCTGAACAAAACAATTAG 

94330 94340 94350 94360 94370 94380 

SS.AC003042 TACAGCAGAAAACCAACAAGTTTTTAATGAAAAATTATATACCTTATCTTTTAAAAACTA 

94390 94400 94410 94420 94430 94440 

ss . AC00304 2 GGAAAGATGGCCTGGTTTTAAAATTAAAGTCTTATGGACATGTAAAATATTAACACACCA 

94450 94460 94470 94480 94490 94500 

SS.AC003042 CCACCAATTCTTTTTCACATGGCAGTTACATAAATCATGTAAATAACTATGCATGCTTAC 

94510 94520 .94530 94540 94550 94560 

SS . AC00304 2 TATAGCAATGGTGAAAGAGCAATTCCAGTGCAATATTAAGACCTAGAGAATCCTATATAA 

94570 94580 94590 94600 94610 94620 

SS.AC003042 AATTAATACAGCTAAATTTTAAATGAGTCTTTAAAATACACATACACCATTAAAAACACT 

94630 94640 94650 94660 94670 94680 



Ss:AC003042 gattgaaaaaactattacctgaatgaactgctttagctgtgcaccattattctgatgtcc 

94690 94700 94710 94720 94730 94740 

ss . AC003042 ATCGAGATTTAACACATTATCAGGAAATTCCATCACCATCTTAAAATGCAAACAGAACGG 

94750 94760 94770 94780 94790 94800 

ss . AC003042 AAATCAATTACTTTACCCCTCTGAGAACAGGATACAGCCTACAAACTCCAGAAATAGACC 

94810 94820 94830 94840 94850 94860 

SS.AC003042 CGTGAAAGCCAGATTTGCACCCATCCCTAGCCCCTCAAAAAATTTTGTTAAATCCAAGTA 

94870 94880 94890 94900 94910 94920 

SS . AC003042 CATGGCCTGGTGCGGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAGTGGGGTG 

94930 94940 94950 94960 94970 94980 

SS . AC003042 GGGGGCGGCGGATCACCTGAGGTTGGGAGTTCGAGACCAGCCTGACCAACATGGAGAAAC 

94990 95000 95010 95020 95030 95040 

SS.AC003042 CCCATCTCTACTAAATACATAAAATTAGGCAGGTTTGGTGGCGCATGCCTGTAATCCTAG 

95050 95060 95070 95080 95090 95100 

SS . AC003042 CTACTTGGGAGGCTGAGCCAGGAGAACCACTTGAACCCGGGAGGCAGAGGTTGCAGCGAG 

95110 95120 95130 95140 95150 95160 

SS . AC003042 CTGAAATCGCACCACTGCACTCCAGCCTGGACAACAAGAGTGAAACTCTGTCAAAAAAAA 

95170 95180 95190 95200 95210 95220 

SS . AC003042 AAAAAAAAAAAAAAAAAAAAAAAAAATTCAAGTACATAAGACAAGTTTCCATTTTTTTTT 

95230 95240 95250 95260 95270 95280 

SS . AC003042 TTTTTTTTTTGAGACGGAGTCTTGCTCCGTCACCTAGGCTGGAGTGCGGTGGCATGATTT 

95290 95300 95310 95320 95330 95340 

SS . AGO 030 4 2 AAGCTCATCACAACCTCCACCTCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCGCGAG 

95350 95360 95370 95380 95390 95400 

ss . AC003042 TAGCTGGGATTACAGGAACCCACCACCAAGCCCAGCTAATTTTTGTATTTTTAGTAGAGA 

95410 95420 95430 95440 95450 95460 

SS.AC003042 TGGGTTTTCACCATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGCCTCCCAAAGTA 

95470 95480 95490 95500 95510 95520 

SS.AC003042 CTGGGATTACAGTCGTGAGCCACTGTGCCTGGCCAGAACAGTACCTGCCTGGCACATAGT 

95530 95540 95550 95560 95570 95580 

SS . AC003042 AAATGTTTGCTCTAATTATGAACAAAAAGGGCACATTGATATACTTATTCAATTATCAAA 

95590 95600 95610 95620 95630 95640 

SS.AC003042 ATTCACTACCATAGGAAGGCATATGAAACTTAAGGAGGCTTCACTATGTCACATAATGGG 

95650 95660 95670 95680 95690 95700 

SS.AC003042 AATGTGTAATTAGTACATTTTACTGATCTGTTGTCACACCACAGATTTTTAGTACCATAG 

95710 95720 95730 95740 95750 95760 

ss . AC003042 TTATGTATCACTACAAGCCATTTTTACTATAAGATGTCATCAAATTCAAGCAGCATCCTG 

95770 95780 95790 95800 95810 95820 



SS.AC003042 



ATTTCAGGTATTAAAATGTGGGGGAAAAAGATATGCCTTCAAAACAATGAAAGTAACACA 



95830 95840 95850 95860 95870 95880 

ss -AC003042 TGTATATCTTAACTAAAACATTGTTAAAGATCAAACATATCGTACTAGGACAAACTATTT 

95890 95900 95910 95920 95930 95940 

ss. AC 003042 CCACATTGCCACATAACAAGGACCACAAACTCCTACAAAATCAAAGAGTGAAGTCAAGAG 

95950 95960 95970 95980 95990 96000 

ss. AC003042 AAAAACACCGATTTAAGGCAAAAACAAAATATCCCTACCCAGTTGAATGCGATCTTAAAA 

96010 96020 96030 96040 96050 96060 

SS.AC003042 AGATCACTCCCTTCCCCAACCAGCACCAGAGACCTGCTTCTTTAATAGATGTAACCATTC 



SS.AC003042 



96070 96080 96090 96100 96110 96120 

CTTTCCTTCCATATTAGAGAAATTTAAAACATGTTTGTTCTAACAGCAAAATGAGGCCTC 



96130 96140 96150 96160 96170 96180 

ss .AC003042 ATTAACAGCTAAGTCTVAACGTAAGCAATAGATTTAAGAGTTTTTCTTGATAACGGAGGAA 



SS.AC003042 



96190 96200 96210 96220 96230 96240 

TATGAGATATATGAAGTACAGAGACAAATAGATACTAAAGGATAGACTATGATGCAAATA 



96250 96260 96270 96280 96290 96300 

SS.AC003042 CTAACATAATCCAGACTGCATGTGCAACACACTTCAAATTTTCAGTGTGTATACTTTATC 



SS.AC003042 



96310 96320 96330 96340 96350 96360 

TTTCAAAAAAGGAAAACATATTAGATGTGGCTATCTCTAGGTAGTAAGACAACTTTTTCT 



96370 96380 96390 96400 96410 96420 

ss . AC003042 GTATGTGTTCCTATATTTCCCAAATGTATTACAATGCATATATACTATATATTATGGCAG 

96430 96440 96450 96460 96470 96480 

SS.AC003042 GGGAAGAGTTAATGCTCCTTGCTTCCAATTCTATATTCACTATACCATGTTTAGAGACAT 



SS.AC003042 



96490 96500 96510 96520 96530 96540 

GCTTCCATTTCAATAGCTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTTGTTCTGTCAC 



96550 96560 96570 96580 96590 96600 

SS. AC003042 CCAGGCTGGAGTGCAGTGGCACAATCTCGGCTCACTGCAACCTCCGCCTCCCAGGTTCAA 



SS. AC003042 



96610 96620 96630 96640 96650 96660 

CCAATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCACCTGCCACCAAACAT 



SS.AC003042 



96670 96680 96690 96700 96710 96720 

GGTTAATATTTTGTATTTTTAGTAGAAACAGGGTTTTGCCATGTTGCCCAGGCTGGTTTC 



SS.AC003042 



96730 96740 96750 96760 96770 96780 

AAACTCCGGAGCTCAGGCAATCTGCCTGCCTCGGACTCCCAAAGTGCTGGGATTACAGGC 



96790 96800 96810 96820 96830 96840 

SS.AC003042 GTGAGTCACCACGCCTGACCCATTTCAATAGCTTTTACCATTCTGAAAGTTTTTTCTTCC 



SS.AC003042 



96850 96860 96870 96880 96890 96900 

ATGCATACAGATGAAATGTCCAAATGTCAATTATCCAATTTTCAGGTTTATCAACCCTGA 



96910 96920 96930 96940 96950 96960 



SS.AC003042 



CATCTTGTTTCTAGTTTTCCTTCTCAGTCTTATTAATACCTCTAAAGGGGGGTAGCAATA 



ss .AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



ss,AC003042 



ss,AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



96970 96980 96990 97000 97010 97020 

AGTAATAATAAAGACACTTCATGTGTATTAGACATTGTTATAAGCACTTTCATACATTAA 

97030 97040 97050 97060 97070 97080 

CTTTATCAACAGCACAAAGCAAAACTGAAGTCAATGGTCTATTTTAATGCTGTAGCTATC 

97090 97100 97110 97120 97130 97140 

AATAATCTGGTGAGGATGACTGAAAAGAGCAAAATATCTAATGAACCATACTGCCTATTG 

97150 97160 97170 97180 97190 97200 

TATTTATTCTAATTAACATGCTCTACTCAAATTTAAAAAAATAATAATAATCCTGGTATT 

97210 97220 97230 97240 97250 97260 

GGAAATCCTGGTCCAGAAAACTATTATAATAAAAGCAATAAAATAGTTAATAGTTCAATT 

97270 97280 97290 97300 97310 97320 

AACTCATATTTTCTGGAATCATCAAAAGGTTTAAGACACACAAAAATTTAACTGTCAAGT 

97330 97340 97350 97360 97370 97380 

CATTAAAAAGGTATAAACTTTTAGAGCCATGTAACTCAACAGAATATTGGAGGTCACTCC 

97390 97400 97410 97420 97430 97440 

AAACCTACCATTTAAGTAACTAATACCTTGATTTATATTTTCATTTGCTTGATACAAATA 

97450 97460 97470 97480 97490 97500 

TACACCATTTCACCACATACCAATAGCCGTAATAAAAAATGACAATTATCTATACTGTTT 

97510 97520 97530 97540 97550 97560 

AAAGATCAAAGCTATCAATTTAAGAAACAAAGAATATTCCTTATTTAACCAAATCAAAAT 

97570 97580 97590 97600 97610 97620 

CTCTCCAGTCTGGTTCTTAGGCAAAATCCTAAATTCTGACTCAGTATGTATTTATATTCT 

97630 97640 97650 97660 97670 97680 

GATCAACTGTTTTAAAAATTGAAACGGAGATCAAAGAACACATCTAATAATACTGAGACC 

97690 97700 97710 97720 97730 97740 

TGCGAGCTGATTTGTAAAATTTTTTTTTTGAGACAGGGTCTCAACTCTGTTGCCTAGGCT 

97750 97760 97770 97780 97790 97800 

GGAGTGCAGTAGCTCAATCTCGACTCACTGCAGCCTCTGCCTCCCAGGTTCAAGCAATTC 

97810 97820 97830 97840 97850 97860 

TCCCAAGTAGCTGGGATTACAGGCGTACCACCATGCCCAGCTAATTTTTGTATTTTTAGT 

97870 97880 97890 97900 97910 97920 

AGAGACAGGATTTCACCATGTTGGCCAGGCTGGTCCTGAACTCCTGACCTCAGGTGATCC 

97930 97940 97950 97960 97970 97980 

ACTCTCCGAGGCCTCCAAAAGTGCTGGGATTACAGGCATGAGCCACCGCGCCCAGCCTAA 

97990 98000 98010 98020 98030 98040 

AATATTTTAATTATATGGATAATACCTGATTTAGGAATTCTTTCTAAGAAGTCAATAAAG 



98050 



98060 



98070 



98080 



98090 



98100 



SS.AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



ss. AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



SS.AC003042 



AAGCCGGTGGCTCACGCCCGTAATCCCAGCACTTTGGGAGGCCCAGGCGGGTGGATCACC 

98110 98120 98130 ' 98140 98150 98160 

TGAGGTCGTGAGTTCAAGACCAGCCTGACCAACATGGAGAAACCCTGTCTGTACTAAAAA 

98170 98180 98190 98200 98210 98220 

TACAAAAAATTAGCCATAGTGGCACATGCCTGTAATCCTAGCTACTTGGGAGGCTGAGAC 

98230 98240 98250 98260 98270 9828.0 

AGGAGAATCACTTGAACCCAGAAGGCGGAGGTTGTGGTGAGCCAAGATCGTGCCATTGCA 

98290 98300 98310 98320 98330 98340 

CGCCAGCTTGAGCGACAAGAGCAAAACTCGGTCTCAAAAAAAAAAAAAAGTCAATAAAGA 

98350 98360 98370 98380 98390 98400 

ACACGGTTATTTTTAAAAACAAAACTTGTTTCCAATCATTTCATTTTCACCTAATTAGTA 

98410 98420 98430 98440 98450 98460 

GCAAAAATACTAAGATCTAATCTATTTCTATCTTTCCTGGTTTCATCAGCTTGCATACTA 

98470 98480 98490 98500 98510 98520 

CTAT^TTTTCTCTTGTATTTACTCACTACTCTGGCTGGAGACAATGCACTCAAACTAAAT 

98530 98540 98550 98560 98570 98580 

ACTCTGTCCTCGCCTTTCAAACACTTAGGACAATGGCTTTTTACCTTACTGTTTTCTGGC 

98590 98600 98610 98620 98630 98640 

CAATCACTATATGCTGTTCAGTGTTTTAAGAGATGAAAATAAAAAGGGGAAGGCAAAGAG 

98650 98660 98670 98680 98690 98700 

GCTAGTAGCACAATTTGTTCTTCATTCTTTAAAACCACTTCCTTAACTTAATCTTGAGAT 

98710 98720 98730 98740 98750 98760 

TCTAGGTTACCTAAAGGAAGACAGTCCTGTAAAGTATTTCAGGTGTGGTTTTATAGAGGC 

98770 98780 98790 98800 98810 98820 

ATCATTAGCATTCAGCTTCATGAAGAGGTTCCCTACCCATAGCTAGCAACAAATAGAACA 

98830 98840 98850 98860 98870 98880 

AGTCATTGTGCTGCAATTACTGCTTTATAAAGTTTATTGAATCAATTACCCACTTTCACT 

98890 98900 98910 98920 98930 98940 

CTTAAGTATCTGTTCTGGTTTCTCCTGACCACAAAAAAAACCTGTTTTTAGCGCATTCTC 

98950 98960 98970 98980 98990 99000 

ACAAGTTCTAACCAACAATATACTAAGTTTGCATTTATTAAAATCACTGTCATTTTGGTT 

99010 99020 99030 99040 99050 99060 

TTACTCCACACAGCTATTTGTAACATCTATCACCCTCAGTAAAATTAACTGTTAAAAGTT 

99070 99080 99090 99100 99110 99120 

GAAAGAAAACATTAAATGCTAACTTTTAACAATTACAAAACATCTAATTCCCAAGTGGAT 

99130 99140 99150 99160 99170 99180 

ATGCCACCATTTATCATTTTTTTAAAGTGTAAGACATTAAGAACTCTTACCAGATTAATG 



99190 99200 99210 99220 99230 99240 



SS.AC003042 



CTGTACATGCAAACAAGAACAAAAAGAAAAAAAAAACAAAACCCCAAACTCTTATCAGAG 



99250 99260 99270 99280 99290 99300 

SS.AC003042 TAGTCTATTTAGATTGGTTTAAATTAGGAGAGTAAACTGCAATGCAGAAATGTAACAATC 

99310 99320 99330 99340 99350 99360 

SS.AC003042 TGGCCGGGCGCATTGGCTCACGCCTGTAATCCCACCACTTTGGGAGGCCGAGGCAGGCAG 

99370 99380 99390 99400 99410 99420 

SS.AC003042 ATCACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAAAATGGTGACGCCTCGTCTCTAC 

99430 99440 99450 99460 99470 99480 

SS.AC003042 TAAAAATACAAAAACTAGCCGGGCATGGTGGCGGGCGCCTGTAATCCCAGCTACTCAGGA 

99490 99500 99510 99520 99530 99540 

ss . AC003042 GGTTGAGGCCCAAGAATCACCTGAACCTGGAAGGCGGAGGTTGCAGTGAGCCAAGATCAC 

99550 99560 99570 99580 99590 99600 

SS.AC003042 ACCACTGCACTCCAGCCTAGGTGACACAGTGAGACTCCATCTCGAAAAAAAAAAAAAGAA 

99610 99620 99630 99640 99650 99660 

SS.AC003042 ATATCATAGCAATCTGACAATATGTACCTGGAACTTTACAAAAGGTTCTTATCCTTTGAT 

99670 99680 99690 99700 99710 99720 

ss . AC003042 . CCAACCAGTAATTCCACTTCCAAAAGCCTGAGAAAACATTTTAATGCAAAGATTTTTGCA 

99730 99740 99750 99760 99770 99780 

SS.AC003042 TTATTTATGTTCTTACAGTTTATTCATAGCAAAAACTAGAACAACCTCCATGTCCAACAG 

99790 99800 99810 99820 99830 99840 

ss . AC003042 TGGAAAAATAATTACAGAATGTCATACAACGGAATATTACACAGCCATTAAAAATGTTTA 

99850 99860 99870 99880 99890 99900 

SS.AC003042 AGAATGACAAGAAAAAATGTTTTCAAAATTACATTTAGTGAAATAAATAAGGACAAAAAG 

99910 99920 99930 99940 99950 99960 

SS . AC00304 2 TTACAGAATATATTAACTGTATCTGTGTGTCTAGGACTGAAATTACACCAAATGTGCTTA 

99970 99980 99990 100000 100010 100020 

SS.AC00304 2 TCCCTGAGAAGCATGACTAAGGGTAATTTGTTTTGTAGTTATTTTTCAAGATTTTAGAAG 

100030 100040 100050 100060 100070 100080 
ss .AC003042 GAATATATATTTTGGCCGGGTGTGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGC 

100090 100100 100110 100120 100130 100140 
ss .AGO 030 4 2 CGAGGCGGACAGATGACCTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATAGGGAAA 

100150 100160 100170 100180 100190 100200 
ss. AGO 030 4 2 CCCCCATCTCTTCTAAAAATACAAAAAAATTAGCTGGGCGTGGTGACACGCACTTGTAAT 

100210 100220 100230 100240 100250 100260 
s s . AGO 03042 CCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCACTTGAGCCTGAGAGGCAGAGGTTGCA 

100270 100280 100290 100300 100310 100320 
SS.AC003042 GTGAGCCAAGATCAGGCCACTGTACTCCAGCCTGGGCGACAGAGCGAGACTGTGTCTCAA 



100330 100340 100350 100360 100370 100380 



AAAAAAAAAAACTTTAATTCTTCAGATTTCTCTAAAATCAAATATGTATTCTATCTGTTA 

100390 100400 100410 100420 100430 100440 
TTTTATAATTGTAGTAACACTGAACAACATTTTAGCCAGAGTATAAAACTTTCTTAAATA 

100450 100460 100470 100480 100490 100500 
TTTCACCATTCCACCAACTTATTTGGAATTTTCTCAAGTACACCTACATCAGCCCTATCC 

100510 100520 100530 100540 100550 100560 
TATACTCAGGTGTTCAAACTCACTGAACTACCATGGGAATCTTCTAAACATGGACACAAC 

100570 100580 100590 100600 100610 100620 
ATATCACATAAAAGAAGAGGCTATTTTTTTTTTTGAAACGGAGTTTCACTTTGTCTCCCA 

100630 100640 100650 100660 100670 100680 
GGCTGGAGTGCAGTGGCGCAATCTTGGCTCACTGCAACCTCCGCCTCTGGGGGTTCAATC 

100690 . 100700 100710 100720 100730 100740 
AATTCTCTTGCCTCAGTCTCATCAGTAGCTGGGTCTACAGGCACACTCTACCACACCCAC 

100750 100760 100770 100780 100790 100800 
TGATTTTTTTGTATTTCAGTAGAGACAGGTTTTTACCACATTGCCCAGGCTGGTCTCAAA 

100810 100820 100830 100840 100850 100860 
CTCCTGAGCTCAGGCAATCTGCCAGCCTCGGCCTCCCAAAGTGCTAGGATTACAGGCATG 

100870 100880 100890 100900 100910 100920 
AGCCACAGCACCGGGCCTAAGGCTACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT 

100930 100940 100950 100960 100970 100980 
TTTTTTTTTTTGAGACAGAGTCTTGCTCTTGTTGCCCAGGCTGGAGTGCAGTGGTGCGAT 

100990 101000 101010 101020 101030 101040 
CTCGGCTCACCGCAACCTCCACCTCCCGGGTTCATAGGATTCTCCTGCCTCAGCCTCCTG 

101050 101060 101070 101080 101090 101100 
AGTAGCTGGGATTACAGGCACCCACCACTATGTCTGGCTAATTTTTGTATTTTTAGTAGA 

101110 101120 101130 101140 101150 101160 
GACGGGGTTTTGCCATGTTGGCCAGGCTGGTCTTGAATTCCTGACCTCCAGTAATCCACC 

101170 101180 101190 101200 101210 101220 
TGCCTCAGCCTCCCAAAGTGCTGGGATTACAAGCGTGAGCCACCAAACCCAGCCTAAGGC 

101230 101240 101250 101260 101270 101280 
TACTTCTTTACATACAAGTTTGTTAATTTCATTTTACAAGTCCAAATTACAACTGCCAGT 

101290 101300 101310 101320 101330 101340 
TTAACTAAGGGTAAAGTTTCAGCATCCCAACTAAAATGATAAAGTCTGCAACTGCCTGTA 

101350 101360 101370 101380 101390 101400 
AACATTGTAACTATATTGCAACATTTAGCTACTATCAAAATCCTAAGACTACTATTTGAA 

101410 101420 101430 101440 101450 101460 
ATAAGTTCAAACAATGTTTCCTCAGTGCATTACCTACAGACCCTAGGGACAAAGACAAAA 

101470 101480 101490 101500 101510 101520 



CCTAAGGTTAACTTCAGGCATCCACTGCCATCTATCAAAGGAACAATGCAGAGCATAAAA 

101530 101540 101550 101560 101570 101580 
CTCTGATAGGGGCATCTTCCTTCCCTCTTCCCTTTTCCCCTTCTCTCCCAACAGGTGTTT 

101590 101600 101610 101620 101630 101640 
TGCTCTGCATTCTCCCTTTCAGTAGTATTTGGTAGAATATCCTGAAAGAAACTTGTTTCC 

101650 101660 101670 101680 101690 101700 
CTTGACAAGAATTTTCACTAACATTCACTCACAGCATTCAATGACTGTGCAGAAGTCCCA 

101710 101720 101730 . 101740 101750 101760 
GCACAAATAAATGTCTCACTCATTCCTTTGTGATAAAAACCCATTCTGAAGCAAAGAAAA 

101770 101780 101790 101800 101810 101820 
ACTGCACCTTTTCCTAAATGTTATTTTGAGATATTTAAATTAAGTGAGCTTAAGTTTTAT 

101830 101840 101850 101860 101870 101880 
TTGCCTTAGTCACAAGTCCACAGTACAATAAAAGCAAAATTCAACCGCCAGATACAGTGC 

101890 101900 101910 101920 101930 101940 
AAAGTAAGTTCCATACTAAACCACATTGCAAGGTTACATCTTTTTCAGTGGAAAATTTTG 

101950 101960 101970 101980 101990 102000 
GAAAGTCACATCATTGTGGAGAGAATACAGTATAAAAGCACTTAAAAAGTTGGCCATTTT 

102010 102020 102030 102040 102050 102060 
AAAGTGCTATATGACAGATGTATTAATGTGCTGCATTCACAAAGGTGGTTATGTGAATAT 

102070 102080 102090 102100 102110 102120 
ACCAAGAACTAGTGTCTTTTGAAGACTATTTATGTTGGTTTTCCCTATGTTTTGATATGT 

102130 102140 102150 102160 102170 102180 
TTTCCTATGTTATGATTATTCATTAAATAATAATCTTATATCCAAACTCACTGAATTTTT 

102190 102200 102210 102220 102230 102240 
TTTTTTAACTCCACAGCCATTGTGGGACAATAAACCTTAAAGGCTGATATCATAACTATA 

102250 102260 102270 102280 102290 102300 
TGCTTCAGAAAAGTGTTTATGTTAGCAGGGGAGAGAAGAAAGAAAATATCAACAAATGAA 

102310 102320 102330 102340 102350 102360 
TCCCTATCTGAAGTCCAAACTGAGAAATGCATTATTTAATATGATCACAGTGCTAGTTTC 

102370 102380 102390 102400 102410 102420 
AACTATTTAAAAATACAAGTCCATTATACTTCTAATGCAAAAAGTACAGAAATCATAATC 

102430 102440 102450 102460 102470 102480 
AAGACACACAATTTCTAATGCATCAACACTATTTACTTTATGTCAGAACAAATCATTCTA 

102490 102500 102510 102520 102530 102540 
CCTTTTTTCATGAAAAATAAATGCACTTGAATAATTAGAAATGCTGTCACTTAAAAACTT 

102550 102560 102570 102580 102590 102600 
CTAATAAATTAAGTCATTCAATAGCTCTTCTAATCCTTTTTAAAGTACTGCAGCTCAATC 

102610 102620 102630 102640 102650 102660 



ss . AC003042 AAGTCTTAATTGAGACTGGCAAGCATAAAGGCATAGACTGGCATCTCTACAATGACTTGC 



102670 102680 102690 102700 102710 102720 
SS.AC003042 ATTTTACATAAAATTTGAAAAAACTTCGGTAGATATTTGCAAAAAAAAATATTGAGGAAC 

102730 102740 102750 102760 102770 102780 
ss. AC 003042 AAAACTGATCAACTGCCTTTGATAGCAAAAGAATACTGATGAGATGAAGAGACTTAGGTG 

102790 102800 102810 
ss . AC003042 CACCTTATCGAAATAAGCAAATGTATAATCCAAAGCTT 
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